SEQUENCE LISTING 



<110> Garcia-Martinez, Leon Fernando 
Chen, Yuching 
Andrews , Dawn 
Celltech R&D, Inc. 

<12 0> Modulating Immune Responses 



<130> 1427.008US1 



<160> 99 



<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 2051 

<212> DNA 

<213> Mus musculus 



<400> 1 

gcgctccagc 

ggcacccgcg 

ttgcacagcg 

gagtggcact 

caggagaagg 

caggtgtgcc 

ggtgacagga 

tgtgttgctc 

tgcacgacta 

tccagtcacc 

atgagtagga 

atgccacccg 

ccttcacctg 

tgatcacgaa 

gctatctggt 

tgaagcaggg 

acagctgtcc 

cagcccagat 

tatttagcaa 

catagaaatg 

tccacaaaag 

tcaaagaaga 

gaaggtctag 

tcctcaaaat 

caatggactg^ 

acttgtggtt 

ggatgtgaag 

tgttaccttg 

tgcccatcaa 

actcctcctg 

gttcttgaag 

gttgcattga 

tcccaaagag 

ggatgctgag 

atgcatgtga 



cgcatgtcgc 
atggcgatgc 
ccctgggacc 
gagagtgtgg 
gcctattccc 
ctgcaggagc 
tgccccaagg 
ttctctctgg 
caaagcattt 
tccccaagca 
tctccactgg 
gacaagagaa 
acagtgggct 
gcatggagta 
caacctcgtg 
tcatgggaaa 
tctcctacat 
gtctcacatc 
ataatttccc 
agaggtcagt 
cagcaataca 
atttttcatg 
ttacatagca 
agggacagca 
agaaaccaga 
ttcactctct 
ttgcttgggg 
ttgatatcct 
tccaaacaca 
agaaacgtgg 
atatggacct 
tgtaacattg 
attttgtccc 
cagatacagc 



aaggcctcca 

gggaggtgac 

cgcagctctc 
agctcccgga 
tgacgatcca 
tcggagggca 
aagctacaga 
ttgttttcta 
tcccagatat 
aacatttggg 
tttttacaaa 
gaatgagctc 
ccacactact 
tcaccgcttc 
agtgcttttc 
tttgaacact 
ctgggataca 
tggcggaaat 
agtgcgaagg 
gaactattcc 
gagggatgcc 
ttttttcaaa 
ttgctagctg 
agctagaagc 
agtctggcca 
ggttagtaaa 
aaagctgaat 
agagttctgg 
ggaggctaca 
agactggctc 
aggggagcta 
ttgcatttct 
actaatggtg 
gtgcttacct 



gctcctgttt 
ggtggcttgc 
ctatgcagtg 
gagcaagcaa 
aaacactacc 
gcgcaacttg 
gtcaactttc 
cctgacactc 
ttctaaacct 
gccagtgacc 
gccaagggca 
catcctcaga 
ccctgacaca 
tctgtggctg 
agtcatctac 
ctgagctggc 
tctctttgaa 
tgacaggcca 
tcctgctatt 
ccagcagggc 
acatttattt 
gaagtgtgtt 
acaagcagcc 
actgtacagt 
caagattgtc 
ccagatagtt 
gtagtgaata 
agctgagcga 
aaaaggacat 
agcgctttgc 
ttgcgccacg 
ttaatgagct 
tgcccatcac 
ctcagccatg 



ctaggctgcg 
tccgagaccg 
tcctgggcca 
aacagctcct 
atctgcagct 
agcggcaccg 
aggaagtaca 
atcattttca 
ggtacggaac 
cttcctaaga 
catcagatca 
tggcaacctt 
gggtcttgag 
tcagcttaat 
aagctatggt 
cctgtgacag 
tttgtcctgt 
agctgtgagc 
agtaaggagt 
cttttcatct 
ttttaatctt 
tctttccttt 
tgagagaaga 
gccctgctgg 
tgtatgattc 
tagtctgggt 
cattggcaac 
atgcctgtca 
gagcatggtc 
gcttgaagga 
acaggaggaa 
gggctccttc 
ccacactatg 
actttcatgc 



cctgcagcct 
ccgacttgcc 
aggtctccga 
tcgaggcccc 
cgggcaccta 
tggttctgaa 
gggcagaagc 
cctgcaaatt 
aagcttttct 
cagaaacggt 
gtgtgcctga 
tctttgaagt 
caccatcata 
gtttcatgtg 
gagatgcagg 
actcctgagg 
ttcgttgcac 
cagtgggaaa 
attatgtgta 
ggaaaagaca 
catgtacttg 
tttaaaatat 
tggagaatgt 
gaagggcaga 
tggacgagtc 
tgaatacaat 
tctactgggc 
tatctcagct 
ttctgtgtga 
ctaatcacaa 
gttctcagat 
ctcatttgct 
aaagtaaaag 
tattaaaaga 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2051 



<210> 2 
<211> 196 
<212> PRT 

<213> Mus musculus 



<400> 2 




























Met 


Ser 


ni n 


rcl \/ 


Leu 


bill 


Leu 


Leu 


Dho 
file 


Leu \j±y 




al a 

Hid 


L^y o 


Ser 


Leu 


1 








•j 










1 0 

X \J 








i 5 




Ala 


Pro 


Al a 

rtX CL 


Met- 
ric l. 


Al a 

.rtX Cl 


Met- 
ric L- 




ni n 


Va 1 
v d X 


Thr Val 

X 11 X val 


Al a 

rll Ci 


uys 


OC1 


ul Li 


Thr 

X 111 








2 0 


















0 






Ala Asp 


Leu. 


XT i. W 


v-y o 


X 111. 


Al a 

nlu 


JTX \J 


irp 


M.O LJ JrlU 


Gin 


Leu 


Cpy 
OCI 


iyr 


Al a 






35 










40 








45 








Val 


Ser 


ir P 


Al a 

.n.1 Ct 


T A/G 

uy »d 


Va 1 

VCt-L 


C O T~ 
OCX. 


rj"| ii 


Q o y~ 

OCX 


oiy nix 


Glu 


Ser 


Va 1 

V ell 




Leu 




50 










55 








60 










Pro 


Glu 




uy & 




noil 


Ser 


Ser 


Dh» 


\J± U. Hid 


Pro Arg 


Arg 


Arg 


Ala 


65 










/ V 


















ft n 


Tvr 


Ser 


UC Li 


Thr 

X ill. 


Tip* 
lie 


m n 


Asn 


Thr 


Thr- 
X ill 


lie Ly b 


Ser 


Ser 


lj ± y 


Thr 


Tyr 










85 










90 








Q R 




Ara 


Cys 


Al a 


UC Li 


m n 

vJ _L ii 


m ii 

L7iU 


Leu Gly 


fll V 

vjiy 


nl n 7\ rn 


Asn 


Leu 


Oar 

OCX. 


Hi \>r 


111x7 








100 










1U J 








110 






V CL 1 


v d J. 


Leu 


Lys 


Val 


Thr 


Gly Cys 


Pro 


Lys Glu 


Ala 


Thr 


Glu 


Ser 


Thr 






115 










120 








125 








Phe 


Arg 


Lys 


Tvr 
j 




Ala 


Glu 


Ala 


Val 




Phe 


Ser 


Leu 


Val 

V CL 1 


Val 

V Ct 1 




130 










135 








140 










Phe 


Tyr 


Leu 


Thr 


Leu 


He 


He 


Phe 


Thr 

X 11X 


v^y o uy o 


Phe Ala Arg 


Leu 


nl n 

Vjlll 


145 


















ice 
lb b 










160 


Ser 


He 


Pxie 


Pro 


Asp 


lie 


Ser 


Lys 


Pro 


Gly Thr 


Glu 


Gin 


Ala 


Phe 


Leu 










165 










170 








175 




Pro 


Val 


Thr 


Ser 


Pro 


Ser 


Lys 


His 


Leu 


Gly Pro 


Val 


Thr 


Leu 


Pro 


Lys 








180 










185 








190 






Thr 


Glu 


Thr 


Val 




























195 



























<210> 3 
<211> 2051 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic mutant CD83 sequence 
<400> 3 

gcgctccagc cgcatgtcgc 
ggcacccgcg atggcgatgc 
ttgcacagcg ccctgggacc 
gagtggcact gagagtgtgg 
caggagaagg gcctattccc 
caggtgtgcc ctgeaggage 
ggtgacagga tgccccaagg 
tgtgttgctc ttctctctgg 
tgcacgacta caaagcattt 
tccagtcacc tccccaagca 
aagagtagga tctccactgg 
atgccacccg gacaagagaa 
ccttcacctg acagtgggct 
tgatcacgaa gcatggagta 
gctatctggt caacctcgtg 
tgaagcaggg tcatgggaaa 
acagctgtcc tctcctacat 
cagcccagat gtctcacatc 
tatttagcaa ataatttccc 
catagaaatg agaggtcagt 
tccacaaaag cagcaataca 
tcaaagaaga atttttcatg 
gaaggtctag ttacatagca 
tcctcaaaat agggacagca 



aaggcctcca gctcctgttt etaggctgeg cctgcagcct 60 

gggaggtgac ggtggcttgc tccgagaccg ccgacttgcc 12 0 

cgcagctctc etatgeagtg tcctgggcca aggtctccga 180 

agctcccgga gagcaagcaa aacagctcct tcgaggcccc 240 

tgacgatcca aaacactacc atetgeaget cgggcaccta 3 00 

teggagggea gcgcaacttg agcggcaccg tggttctgaa 360 

aagctacaga gtcaactttc aggaagtaca gggcagaagc 42 0 

ttgttttcta cctgacactc atcattttca ectgeaaatt 480 

tcccagatat ttctaaacct ggtaeggaac aagcttttct 540 

aacatttggg gccagtgacc cttcctaaga cagaaaeggt 600 

tttttacaaa gecaagggea catcagatca gtgtgcctga 660 

gaatgagctc catcctcaga tggcaacctt tctttgaagt 720 

ccacactact ccctgacaca gggtcttgag caccatcata 780 

tcaccgcttc tctgtggctg tcagcttaat gtttcatgtg 840 

agtgcttttc agtcatctac aagctatggt gagatgeagg 900 

tttgaacact ctgagctggc cctgtgacag actcctgagg 960 

ctgggataca tctctttgaa tttgtcctgt ttcgttgcac 1020 

tggcggaaat tgacaggeca agctgtgagc cagtgggaaa 1080 

agtgcgaagg tectgetatt agtaaggagt attatgtgta 1140 

gaactattcc ccagcagggc cttttcatct ggaaaagaca 1200 

gagggatgee acatttattt ttttaatctt catgtacttg 1260 

ttttttcaaa gaagtgtgtt tctttccttt tttaaaatat 1320 

ttgctagctg acaagcagcc tgagagaaga tggagaatgt 13 80 

agctagaagc actgtacagt gccctgctgg gaagggcaga 144 0 



2 



caatggactg agaaaccaga agtctggcca caagattgtc tgtatgattc tggacgagtc 1500 

acttgtggtt ttcactctct ggttagtaaa ccagatagtt tagtctgggt tgaatacaat 1560 

ggatgtgaag ttgcttgggg aaagctgaat gtagtgaata cattggcaac tctactgggc 162 0 

tgttaccttg ttgatatcct agagttctgg agctgagcga atgcctgtca tatctcagct 1680 

tgcccatcaa tccaaacaca ggaggctaca aaaaggacat gagcatggtc ttctgtgtga 174 0 

actcctcctg agaaacgtgg agactggctc agcgctttgc gcttgaagga ctaatcacaa 1800 

gttcttgaag atatggacct aggggagcta ttgcgccacg acaggaggaa gttctcagat 1860 

gttgcattga tgtaacattg ttgcatttct ttaatgagct gggctccttc ctcatttgct 1920 

tcccaaagag attttgtccc actaatggtg tgcccatcac ccacactatg aaagtaaaag 1980 

ggatgctgag cagatacagc gtgcttacct ctcagccatg actttcatgc tattaaaaga 2040 

atgcatgtga a 2051 

<210> 4 
<211> 251 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic mutant CD83 sequence 



<400> 4 



Met 


Ser 


Gin 


Gly Leu 


Gin 


Leu 


Leu 


Phe Leu Gly Cys Ala Cys 


Ser Leu 


1 








5 








10 


15 


Ala 


Pro 


Ala 


Met 


Ala 


Met 


Arg 


Glu 


Val Thr Val Ala Cys Ser 


Glu Thr 








20 










25 30 




Ala Asp 


Leu 


Pro 


Cys 


Thr 


Ala 


Pro 


Trp Asp Pro Gin Leu Ser Tyr Ala 






35 










40 


45 




Val 


Ser 


TrD 


Ala 


Lys 


Val 


Ser 


Glu 


Ser Gly Thr Glu Ser Val 


Glu Leu 




50 










55 




60 




Pro 


Glu 


Ser 


Lys 


Gin 


Asn 


Ser 


Ser 


Phe Glu Ala Pro Arg Arg Arg Ala 


65 










70 






75 


80 


Tyr 


Ser 


Leu 


Thr 


He 


Gin 


Asn 


Thr 


Thr He Cys Ser Ser Gly Thr Tyr 










85 








90 


95 


Arg 


Cys 


Ala 


Leu 


Gin 


Glu 


Leu 


Gly 


Gly Gin Arg Asn Leu Ser 


Gly Thr 








100 










105 110 




Val 


Val 


Leu 


Lys 


Val 


Thr 


Gly Cys 


Pro Lys Glu Ala Thr Glu 


Ser Thr 






115 










120 


125 




Phe 


Arg 


Lys 


Tyr Arg 


Ala 


Glu 


Ala 


Val Leu Leu Phe Ser Leu 


Val Val 




130 










135 




140 




Phe 


Tyr 


Leu 


Thr 


Leu 


He 


He 


Phe 


Thr Cys Lys Phe Ala Arg 


Leu Gin 


145 










150 






155 


160 


Ser 


He 


Phe 


Pro Asp 


He 


Ser 


Lys 


Pro Gly Thr Glu Gin Ala 


Phe Leu 










165 








170 


175 


Pro 


Val 


Thr 


Ser 


Pro 


Ser 


Lys 


His 


Leu Gly Pro Val Thr Leu 


Pro Lys 








180 










185 190 


Thr 


Glu 


Thr 


Val 


Arg 


Val 


Gly Ser 


Pro Leu Val Phe Thr Lys 


Pro Arg 






195 










200 


2 05 


Ala 


His 


Gin 


He 


Ser 


Val 


Pro 


Glu 


Cys His Pro Asp Lys Arg 


Arg Met 




210 










215 




220 




Ser 


Ser 


He 


Leu 


Arg 


Trp 


Gin 


Pro 


Phe Phe Glu Val Leu His 


Leu Thr 


225 










230 






235 


240 


Val 


Gly 


Ser 


Thr 


Leu 


Leu 


Pro 


Asp 


Thr Gly Ser 












245 








250 





<210> 5 

<211> 756 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic mutant CD83 sequence 



3 



<400> 5 

atgtcgcaag gcctccagct cctgtttcta ggctgcgcct gcagcctggc acccgcgatg 60 

gcgatgcggg aggtgacggt ggcttgctcc gagaccgccg acttgccttg cacagcgccc 12 0 

tgggacccgc agctctccta tgcagtgtcc tgggccaagg tctccgagag tggcactgag 180 

agtgtggagc tcccggagag caagcaaaac agctccttcg aggcccccag gagaagggcc 240 

tattccctga cgatccaaaa cactaccatc tgcagctcgg gcacctacag gtgtgccctg 300 

caggagctcg gagggcagcg caacttgagc ggcaccgtgg ttctgaaggt gacaggatgc 3 60 

cccaaggaag ctacagagtc aactttcagg aagtacaggg cagaagctgt gttgctcttc 420 

tctctggttg ttttctacct gacactcatc attttcacct gcaaatttgc acgactacaa 480 

agcattttcc cagatatttc taaacctggt acggaacaag cttttcttcc agtcacctcc 540 

ccaagcaaac atttggggcc agtgaccctt cctaagacag aaacggtaag agtaggatct 600 

ccactggttt ttacaaagcc aagggcacat cagatcagtg tgcctgaatg ccacccggac 660 

aagagaagaa tgagctccat cctcagatgg caacctttct ttgaagtcct tcacctgaca 720 

gtgggctcca cactactccc tgacacaggg tcttga 756 

<210> 6 

<400> 6 
000 



<210> 7 
<211> 168 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic mutant CD83 sequence 
<400> 7 

agagtaggat ctccactggt ttttacaaag ccaagggcac atcagatcag tgtgcctgaa 60 
tgccacccgg acaagagaag aatgagctcc atcctcagat ggcaaccttt ctttgaagtc 120 
cttcacctga cagtgggctc cacactactc cctgacacag ggtcttga 168 

<210> 8 
<211> 55 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic mutant CD83 sequence 
<400> 8 

Arg Val Gly Ser Pro Leu Val Phe Thr Lys Pro Arg Ala His Gin lie 

15 10 15 

Ser Val Pro Glu Cys His Pro Asp Lys Arg Arg Met Ser Ser lie Leu 

20 25 30 

Arg Trp Gin Pro Phe Phe Glu Val Leu His Leu Thr Val Gly Ser Thr 

35 40 45 

Leu Leu Pro Asp Thr Gly Ser 
50 55 

<210> 9 
<211> 205 
<212> PRT 

<213> Homo sapiens 
<400> 9 

Met Ser Arg Gly Leu Gin Leu Leu Leu Leu Ser Cys Ala Tyr Ser Leu 

1 5 10 15 

Ala Pro Ala Thr Pro Glu Val Lys Val Ala Cys Ser Glu Asp Val Asp 
20 25 ' 30 
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Leu 


Pro 


^— y o 

35 


X ill 


Ala 


Pro 


40 


Pro 


Gl n 




pro 


Tvt 
45 


X 11 J. 


Va 1 


Cor 

OCl 


Trp 


Val 
50 


Lys 


Leu 


Leu 


Glu 


Gly Gly 
55 


Glu 


Glu 


Atct 


Met 
60 


Glu 


Thr 


Pro 


Gin 


Glu Asp 


His 


Leu 


Arg Gly 


Gin His 


Tvt 


His 


Gin 


Lys 


Gly 


Gin 


Asn 


Glv 


65 










70 








75 










80 


Ser 


Phe 


Asp 


Ala 


Pro 
p c 

O J 


Asn 


Glu Arg 


Pro 


90 


Ser 


Leu 


Lys 


He 


A TCI 

95 


Asn 


Thr 


Thr 


Ser 


Cys 
100 


Asn 


Ser 


Gly Thr 


Tvt 
105 




Cys 


Thr 


Leu 


Gin 
110 


A<?Ti 


Prn 
riu 


Asp Gly 


Gin 


Ara 


Asn 


Leu 


Ser Gly 


Lys 


V CI 1 


Tip 


TiPn 
ucu 


A TfT 


Va 1 
v ai 


Thr 

X IXX 


Gl v 






115 








120 










125 








Cys 


Pro 
130 


Ala 


Gin 


Arg 


Lys 


Glu Glu 
135 


Thr 


Php 

IT HC 




140 


Tvt 


A rn 


Al a 


Gl n 

VJ1U 


He 


Val 


Leu 


Leu 


Leu 


Ala 


Leu Val 


He 


Phe 


Tvt 


Leu 


TVi t 

X 111 


U v3 LI 


Tl P 
1 1 ~ 


Tl P 
iic 


145 










150 








155 










160 


Phe 


Thr 


Cys 


Lys 


Phe 
165 


Ala 


Ara Lpu 

ill. y UU' \A. 


Gin 


Ser 
170 


He 


Phe 


Pro 


Asp 


Phe 
175 


Cpr 

O C 1 


Lys 


Ala 


Gly 


Met 


Glu Arg 


Ala Phe 


Leu 


Pro 


Val 


Thr 


Ser 


Pro 


Asn 


Lys 








180 








185 










190 




His 


Leu 


Gly 
195 


Leu 


Val 


Thr 


Pro His 
200 


Lys 


Thr 


Glu 


Leu 


Val 
205 









<210> 10 

<211> 2574 

<212> DNA 

<213> Homo sapiens 

<400> 10 

cctggcgcag ccgcagcagc gaegegageg aactcggccg ggcccgggcg cgcgggggcg 60 

ggacgcgcac gcggcgaggg cggcgggtga geegggggeg gggacggggg egggaegggg 12 0 

gcgaaggggg eggggaeggg ggcgcccgcc ggectaaegg gattaggagg gcgcgccacc 180 

cgcttccgct gcccgccggg gaatcccccg ggtggcgccc agggaagttc ccgaacgggc 240 

gggcataaaa gggcagccgc gccggcgccc cacagctctg cagctcgtgg cagcggcgca 300 

gcgctccagc catgtcgcgc ggcctccagc ttctgctcct gagctgcgcc tacagectgg 360 
ctcccgcgac geeggaggtg aaggtggctt gctccgaaga tgtggacttg ccctgcaccg , 42 0 

ccccctggga teegcaggtt ccctacacgg tctcctgggt caagttattg gagggtggtg 480 

aagagaggat ggagacaccc caggaagacc acctcagggg acagcactat catcagaagg 54 0 

ggcaaaatgg ttctttcgac gcccccaatg aaaggeccta ttccctgaag atccgaaaca 600 

ctaccagctg caactegggg acatacaggt gcactctgca ggacceggat gggcagagaa 660 

acctaagtgg caaggtgatc ttgagagtga caggatgccc tgcacagcgt aaagaagaga 72 0 

cttttaagaa atacagagcg gagattgtcc tgctgctggc tctggttatt ttctacttaa 780 

cactcatcat tttcacttgt aagtttgcac ggctacagag tatcttccca gatttttcta 840 

aagctggcat ggaacgagct tttctcccag ttacctcccc aaataagcat ttagggctag 900 

tgactcctca caagacagaa ctggtatgag caggatttct gcaggttctt cttcctgaag 960 

ctgaggctca ggggtgtgcc tgtctgttac actggaggag agaagaatga gcctacgctg 1020 

aagatggcat cctgtgaagt ccttcacctc actgaaaaca tctggaaggg gatcccaccc 1080 

cattttctgt gggcaggect cgaaaaccat cacatgacca catagcatga ggccactgct 1140 

gcttctccat ggccaccttt teagegatgt atgeagctat ctggtcaacc tcctggacat 1200 

tttttcagtc atataaaagc tatggtgaga tgcagctgga aaagggtctt gggaaatatg 1260 

aatgccccca gctggcccgt gacagactcc tgaggacagc tgtcctcttc tgcatcttgg 1320 

ggacatctct ttgaattttc tgtgttttgc tgtaccagcc cagatgtttt acgtctggga 1380 

gaaattgaca gatcaagctg tgagacagtg ggaaatattt agcaaataat ttcctggtgt 144 0 

gaaggtcctg ctattactaa ggagtaatct gtgtacaaag aaataacaag tcgatgaact 1500 

attccccagc agggtctttt catctgggaa agacatccat aaagaagcaa taaagaagag 1560 

tgccacattt atttttatat ctatatgtac ttgtcaaaga aggtttgtgt ttttctgett 1620 

ttgaaatctg tatctgtagt gagatagcat tgtgaactga caggcagcct ggacatagag 168 0 

agggagaaga agtcagagag ggtgacaaga tagagagcta tttaatggcc ggctggaaat 1740 

gctgggctga cggtgcagtc tgggtgctcg cccacttgtc ccactatctg ggtgcatgat 1800 

cttgagcaag ttccttctgg tgtctgcttt ctccattgta aaccacaagg ctgttgcatg 1860 

ggctaatgaa gatcatatac gtgaaaatta tttgaaaaca tataaagcac tatacagatt 1920 

cgaaactcca ttgagtcatt atecttgeta tgatgatggt gttttgggga tgagagggtg 1980 
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ctatccattt ctcatgtttt ccattgtttg aaacaaagaa ggttaccaag aagcctttcc 2 040 

tgtagccttc tgtaggaatt cttttgggga agtgaggaag ccaggtccac ggtctgttct 2100 

tgaagcagta gcctaacaca ctccaagata tggacacacg ggagccgctg gcagaaggga 2160 

cttcacgaag tgttgcatgg atgttttagc cattgttggc tttcccttat caaacttggg 2220 

cccttccctt cttggtttcc aaaggcattt attgctgagt tatatgttca ctgtccccct 2280 

aatattaggg agtaaaacgg ataccaagtt gatttagtgt ttttacctct gtcttggctt 2340 

tcatgttatt aaacgtatgc atgtgaagaa gggtgttttt ctgttttata ttcaactcat 2400 

aagactttgg gataggaaaa atgagtaatg gttactaggc ttaatacctg ggtgattaca 2460 

taatctgtac aacgaacccc catgatgtaa gtttacctat gtaacaaacc tgcacttata 2520 

cccatgaact taaaatgaaa gttaaaaata aaaaacatat acaaataaaa aaaa 2574 

<210> 11 
<211> 239 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic 20D04 light chain sequence 



<400> 11 



Met Asd 


Met 


Arn A 1 a Pro 


X 11 J. will 1JC u ucu 


Ol v 


XJC u. 


XJC u. 




uc u. 


irp 


1 




5 


10 










15 




Leu Pro 


Glv 


Ala A rn Pvq 


Ala Acm Val Val 

jr\JL Ct nisp VCL-L V CI X 




X 111 


m n 

Vjlil 


T" Vl -y 
X 111 




Al a 






20 


25 








3 0 






Ser Val 


Ser 


Ala Ala Val 


Rlv Rl v Thr Val 


Thr 

X 11X 


Tip 


Aon 




Hi n 


Al a 
±\± cl 




35 




4 0 






45 








Ser Glu 


Ser 


He Ser Asn 


Tyr Leu Ser Trp 


Tyr 


Gin 


Gin 


Lys 


Pro 


Gly 


50 






55 




60 










Gin Pro 


Pro 


Lys Leu Leu 


He Tyr Arg Thr 


Ser 


Thr 


Leu 


Ala 


Ser 


Gly 


65 




70 




75 










80 


Val Ser 


Ser 


Arg Phe Lys 


Gly Ser Gly Ser 


Gly 


Thr 


Glu 


Tyr 


Thr 


Leu 






85 


90 










95 




Thr He 


Ser 


Gly Val Gin 


Cys Asp Asp Val 


Ala 


Thr 


Tyr 


Tyr 


Cys 


Gin 






100 


105 








110 






Cys Thr 


Ser 


Gly Gly Lys 


Phe He Ser Asp 


Gly 


Ala 


Ala 


Phe 


Gly 


Gly 




115 




120 






125 






Gly Thr 


Glu 


Val Val Val 


Lys Gly Asp Pro 


Val 


Ala 


Pro 


Thr 


Val 


Leu 


130 






135 




140 










Leu Phe 


Pro 


Pro Ser Ser 


Asp Glu Val Ala 


Thr 


Gly 


Thr 


Val 


Thr 


He 


145 




150 




155 








160 


Val Cys 


Val 


Ala Asn Lys 


Tyr Phe Pro Asp 


Val 


Thr 


Val 


Thr 


Trp 


Glu 






165 


170 










175 




Val Asp 


Gly 


Thr Thr Gin 


Thr Thr Gly He 


Glu 


Asn 


Ser 


Lys 


Thr 


Pro 






180 


185 








190 






Gin Asn 


Ser 


Ala Asp Cys 


Thr Tyr Asn Leu 


Ser 


Ser 


Thr 


Leu 


Thr 


Leu 




195 




200 






205 








Thr Ser 


Thr 


Gin Tyr Asn 


Ser His Lys Glu 


Tyr 


Thr 


Cys 


Lys 


Val 


Thr 


210 






215 




220 










Gin Gly 


Thr 


Thr Ser Val 


Val Gin Ser Phe 


Ser 


Arg 


Lys 


Asn 


Cys 




225 




230 




235 











<210> 12 
<211> 720 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic 20D04 anti-CD83 light chain sequence 
<400> 12 

atggacatga gggcccccac teagctgetg gggctcctgc tgctctggct cccaggtgcc 60 
agatgtgccg atgtcgtgat gacccagact ccagcctccg tgtctgeage tgtgggaggc 12 0 



6 



acagtcacca 
cagaaaccag 
gtctcatcgc 
gtgcagtgtg 
agtgatggtg 
cctactgtcc 
gtgtgtgtgg 



tcaattgcca 
ggcagcctcc 
ggttcaaagg 
acgatgttgc 
ctgctttcgg 
tcctcttccc 
cgaataaata 
ctggcatcga 
gcactctgac 
cccagggcac 



ggccagtgaa agcattagca actacttatc ctggtatcag 
caagctcctg atctacagga catccactct ggcatctggg 
cagtggatct gggacagagt acactctcac catcagcggc 
cacttactac tgtcaatgca cttctggtgg gaagttcatt 
cggagggacc gaggtggtgg tcaaaggtga tccagttgca 
accatctagc gatgaggtgg caactggaac agtcaccatc 
ctttcccgat gtcaccgtca cctgggaggt ggatggcacc 
gaacagtaaa acaccgcaga attctgcaga ttgtacctac 
actgaccagc acacagtaca acagccacaa agagtacacc 
gacctcagtc gtccagagct tcagtaggaa gaactgttaa 



180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



acccaaacaa 
aacctcagca 
tgcaaggtga 



<210> 13 

<211> 454 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic 2 0D04 heavy chain sequence 



<400> 13 



Met 


Glu 


Thr 


Glv 


Leu 


Ara 


Trt) 

c 


Leu 


Leu 


Leu 


Val 


Ala 


Val 


Leu 


Lys 


Ol v 
vjxy 


1 








5 










10 










15 




Val 


Gin 


Cys 


Gin 


Ser 


Val 


Glu 


Glu 


Ser 


Glv 


Glv 


«.x y 


Leu 


Val 


Thr 


Pro 








20 










25 










30 






Gly Thr 


Pro 


Leu 


Thr 


Leu 


Thr 


Cys 


Thr 


Val 


Ser 


Glv 


Phe 


Ser 


Leu 


Ser 






35 










40 










45 








Asn 


Asn 


Ala 


He 


Asn 


Trn 

tr 


Val 


Ara 


Gin 


Ala 


Pro 


Gly 


Lys 


Gly 


Leu 


ni ii 

U1U 




50 










55 










60 










Trp 


He 


Glv 


Tvr 


He 


Trr> 


Ser 


Glv 


Gly 


Leu 


Thr 


y 


xyL 


Ala 


Asn 


irp 


65 










70 










75 










80 


Ala 


Glu 


Glv 


Arg 


Phe 


Thr 


He 


Ser 


Lys 


Thr 


Ser 


Tri r 


Thr 

X XXX 


Val 
v dx 


Bon 


T.on 










85 










90 














Lys 


Met 


Thr 


Ser 


Pro 


Thr 


He 


Glu 


Asp 


Thr 


Ala 


Thr 


Tvr 
iyx 


XT 11C 


<~ y o 


Al ^ 








100 










105 










XXV 






Arg Gly 


He 


Asn 


Asn 


Ser 


Ala 


Leu 


Trr\ 

tr 


Glv 
uxy 


Pro 


\j x y 


Thr 


uc u 


val 


Thr 

X XIX 






115 










120 










125 








Val 


Ser 


Ser 


Gly 


Gin 


Pro 


Lys 


Ala 


Pro 


Ser 


Val 


Phe 


Pro 


Leu 


Ala 


Pro 




130 










135 










140 










Cys 


Cys 


Gly 


Asp 


Thr 


Pro 


Ser 


Ser 


Thr 


Val 


Thr 


Leu 


Gly 


Cys 


Leu 


Val 


145 










150 










155 










160 


Lys 


Gly 


Tyr 


Leu 


Pro 


Glu 


Pro 


Val 


Thr 


Val 


Thr 


Trp 


Asn 


Ser 


Gly 


Thr 










165 










170 










175 




Leu 


Thr 


Asn 


Gly 


Val 


Arg 


Thr 


Phe 


Pro 


Ser 


Val 


Arg 


Gin 


Ser 


Ser 


Gly 








180 










185 










190 




Leu 


Tyr 


Ser 


Leu 


Ser 


Ser 


Val 


Val 


Ser 


Val 


Thr 


Ser 


Ser 


Ser 


Gin 


Pro 






195 










200 










205 








Val 


Thr 


Cys 


Asn 


Val 


Ala 


His 


Pro 


Ala 


Thr 


Asn 


Thr 


Lys 


Val 


Asp 


Lys 




210 










215 










220 






Thr 


Val 


Ala 


Pro 


Ser 


Thr 


Cys 


Ser 


Lys 


Pro 


Thr 


Cys 


Pro 


Pro 


Pro 


Glu 


225 










230 










235 










240 


Leu 


Leu 


Gly 


Gly 


Pro 


Ser 


Val 


Phe 


He 


Phe 


Pro 


Pro 


Lys 


Pro 


Lys 


Asp 










245 










250 










255 


Thr 


Leu 


Met 


He 


Ser 


Arg 


Thr 


Pro 


Glu 


Val 


Thr 


Cys 


Val 


Val 


Val 


Asp 








260 










265 










270 




Val 


Ser 


Gin 


Asp 


Asp 


Pro 


Glu 


Val 


Gin 


Phe 


Thr 


Trp 


Tyr 


He 


Asn 


Asn 






275 










280 










285 








Glu 


Gin 


Val 


Arg 


Thr 


Ala 


Arg 


Pro 


Pro 


Leu 


Arg 


Glu 


Gin 


Gin 


Phe 


Asn 




290 










295 










300 










Ser 


Thr 


He 


Arg 


Val 


Val 


Ser 


Thr 


Leu 


Pro 


He 


Ala 


His 


Gin 


Asp 


Trp 


305 










310 










315 








320 


Leu Arg 


Gly 


Lys 


Glu 


Phe 


Lys 


Cys 


Lys 


Val 


His 


Asn 


Lys 


Ala 


Leu 


Pro 



325 



330 



335 



7 



Ala 


Pro 


He 


Glu 


Lys 


Thr 


He 


Ser 


Lys 


Ala 


Arg 


Gly 


Gin 


Pro 


Leu 


Glu 








340 










345 










350 






Pro 


Lys 


Val 


Tyr 


Thr 


Met 


Gly 


Pro 


Pro 


Arg 


Glu 


Glu 


Leu 


Ser 


Ser 


Arg 






355 










360 










365 








Ser 


Val 


Ser 


Leu 


Thr 


Cys 


Met 


He 


Asn 


Gly 


Phe 


Tyr 


Pro 


Ser 


Asp 


He 




370 










375 










380 










Ser 


Val 


Glu 


Trp 


Glu 


Lys 


Asn 


Gly 


Lys 


Ala 


Glu 


Asp 


Asn 


Tyr 


Lys 


Thr 


385 










390 










395 










400 


Thr 


Pro 


Ala 


Val 


Leu 


Asp 


Ser 


Asp 

IT 


Gly 


Ser 


Tyr 


Phe 


Leu 


Tyr 


Asn 


Lys 










405 










410 










415 




Leu 


Ser 


Val 


Pro 


Thr 


Ser 


Glu 


TrD 


Gin 


Aro 


Gly 


Asd 


Val 


Phe 


Thr 


Cvs 

^2 a 








420 










425 










430 






Ser 


Val 


Met 


His 


Glu 


Ala 


Leu 


His 


Asn 


His 


Tyr 


Thr 


Gin 


Lys 


Ser 


He 






435 










440 










445 








Ser Arg 


Ser 


Pro 


Gly 


Lys 
























450 































<210> 14 

<211> 1362 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> A synthetic 20D04 anti-CD83 heavy chain sequence 



<400> 14 

atggagacag 

tcggtggagg 

accgtctctg 

aaggggctag 

gcggaaggcc 

ccgacaatcg 

tggggcccag 

ccactggccc 

aaaggctacc 

gtacgcacct 

agcgtgacct 

aaagtggaca 

ctcctggggg 

tcacgcaccc 

cagttcacat 

cagcagttca 

ctgaggggca 

aaaaccatct 

ccccgggagg 

ccttccgaca 

acgccggccg 

acgagtgagt 

aaccactaca 



gcctgcgctg 
agtccggggg 
gattctccct 
agtggatcgg 
gattcaccat 
aggacacggc 
gcaccctggt 
cctgctgcgg 
tcccggagcc 
tcccgtccgt 
caagcagcca 
agaccgttgc 
gaccgtctgt 
ccgaggtcac 
ggtacataaa 
acagcacgat 
aggagttcaa 
ccaaagccag 
agctgagcag 
tctcggtgga 
tgctggacag 
ggcagcgggg 
cgcagaagtc 



gcttctcctg 
tcgcctggtc 
cagtaacaat 
atacatttgg 
ctccaaaacc 
cacctatttc 
caccgtctcc 
ggacacaccc 
agtgaccgtg 
ccggcagtcc 
gcccgtcacc 
gccctcgaca 
cttcatcttc 
atgcgtggtg 
caacgagcag 
ccgcgtggtc 
gtgcaaagtc 
agggcagccc 
caggtcggtc 
gtgggagaag 
cgacggctcc 
cgacgtcttc 
catctcccgc 



gtcgctgtgc 
acgcctggga 
gcaataaact 
agtggtgggc 
tcgactacgg 
tgtgccagag 
tcagggcaac 
tctagcacgg 
acctggaact 
tcaggcctct 
tgcaacgtgg 
tgcagcaagc 
cccccaaaac 
gtggacgtga 
gtgcgcaccg 
agcaccctcc 
cacaacaagg 
ctggagccga 
agcctgacct 
aacgggaagg 
tacttcctct 
acctgctccg 
tctccgggta 



tcaaaggtgt 
cacccctgac 
gggtccgcca 
ttacatacta 
tggatctgaa 
ggattaataa 
ctaaggctcc 
tgaccttggg 
cgggcaccct 
actcgctgag 
cccacccagc 
ccacgtgccc 
ccaaggacac 
gccaggatga 
cccggccgcc 
ccatcgcgca 
cactcccggc 
aggtctacac 
gcatgatcaa 
cagaggacaa 
acaacaagct 
tgatgcacga 
aa 



ccagtgtcag 
actcacctgc 
ggctccaggg 
cgcgaactgg 
gatgaccagt 
ctccgctttg 
atcagtcttc 
ctgcctggtc 
caccaatggg 
cagcgtggtg 
caccaacacc 
accccctgaa 
cctcatgatc 
ccccgaggtg 
gctacgggag 
ccaggactgg 
ccccatcgag 
catgggccct 
cggcttctac 
ctacaagacc 
ctcagtgccc 
ggccttgcac 



<210> 15 
<211> 238 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic 11G05 light chain sequence 
<400> 15 

Met Asp Thr Arg Ala Pro Thr Gin Leu Leu Gly Leu Leu Leu Leu Trp 
1 5 10 15 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1362 



8 



TiPTi Pro 


uiy 


Ala 


Arg 


Cys 


Ala A^d Val 

AXCL nop VCLX 


Val Mpt- 

v di i*ic i» 


X il 1 


OJ.ll 


Thr 

X 11X 


Pro 


Al a 

nla 






20 






25 








30 






Ser Val 


Ser 


Ala 


Ala 


Val 


Rl v Gl v Thr* 


Val Thr 


lie 


Asn 


Cys 


Gin 


Ser 




35 








40 






45 








Ser Lys 


Asn 


Val 


Tyr Asn 


Asn Asn Trio 


Leu Ser 


Trn 


Phe 


Gin 


Gin 


Lys 


50 










55 




60 










Pro Gly 


Gin 


Pro 


Pro 


Lys 


Leu Leu lie 


Tvr Tvr 


Ala 


Ser 


Thr 


Leu 


Ala 


65 








70 




75 










80 


Ser Gly 


Val 


Pro 


Ser Arg 


Php Am fil v 


Car CX~\ V 


Op-r 
OCX 


uiy 


Thr 

X 11X 


HI n 

VJX11 


Ph^ 

Ir I1C 








85 






90 








95 




Thr Lpu 

X Hi, -LJ 


Thr 


lie 


Ser Asp 


Val Gin Cv«? 

v UX OX11 y o 


Acn Aon 
nop nop 


Ala 

i""lX CI 


Al a 


Th r 

X 11 X 


Tvr 
iyr 


Tvr 
iyr 






100 






105 














Pvs Ala 


Gly 


Asp 


Tyr 


Ser 


Car C|<ay* C v- 
iJCi JCi OCX 


A n-r\ Aon 
nop noli 


OX y 


Php 


uiy 


uiy 


m v 

uiy 




115 








120 






125 








Thr Glu 


Val 


Val 


Val 


Lys 


Gl v Arid Pto 


Val Ala 


Pro 


Thr 


Val 


uc u. 


T iPi i 

XI C LI 


130 










135 




14 0 










Phe Pro 


Pro 


Ser 


Ser 


Asp 


Glu Val Ala 


Thr Gly 


Thr 


Val 


Thr 


lie 


Val 


145 








150 




155 










160 


Cys Val 


Ala 


Asn 


Lys 


Tyr 


pnp Pto Acsn 


Val Thr 


Val 

v ax 


X 11X 


Tm 
LLp 


m ii 


Va 1 
val 








165 






170 








175 




Asn Ol v 

nop \JXy 


Thr 


Thr 


Gin 


Thr 


± 1 1 1 uiy lie 


("21 n Sen 
OXU M.OX1 


C p >- 

OCX 


xjy o 


Thr 
l in 


Pro 


pi -n 
ox 11 






180 






185 








1 90 

l^v 






Asn Spr 


Ala 


Asp 


Cys 


Thr 


Tvr* ZlQri T.*»n 
1 jr 1 rioll IjC u 


uCi OCX 


1 Ilx 


Leu 


Thr 


Leu 


X 111 




195 








200 






205 








Ser Thr 


Gin 


Tyr Asn 


Ser 


His Lys Glu 


Tyr Thr 


Cys 


Lys 


Val 


Thr 


Gin 


210 










215 




220 










Gly Thr 


Thr 


Ser 


Val 


Val 


Gin Ser Phe 


Ser Arg 


Lys 


Asn 


Cys 






225 








230 




235 













<210> 16 

<211> 717 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> A synthetic 11G05 anti-CD83 light chain sequence 



<400> 16 

atggacacca 

agatgtgccg 

acagtcacca 

tttcagcaga 

tctggggtcc 

agcgacgtgc 

agtgataatg 

actgtcctcc 

tgtgtggcga 

caaacaactg 

ctcagcagca 

aaggtgaccc 



gggcccccac 
aegtegtgat 
teaattgeca 
aaccagggca 
catcgeggtt 
agtgtgacga 
gttteggegg 
tcttcccacc 
ataaatactt 
gcatcgagaa 
ctctgacact 
agggcacgac 



teagctgetg 
gacccagact 
gtccagtaag 
gcctcccaag 
cagaggcagt 
tgctgccact 
a gggaccgag 
atetagegat 
tcccgatgtc 
cagtaaaaca 
gaccagcaca 
ctcagtcgtc 



gggctcctgc 
ccagcctccg 
aatgtttata 
ctcctgatct 
ggatctggga 
tactactgtg 
gtggtggtca 
9 a 99tggcaa 
accgtcacct 
cegcagaatt 
cagtacaaca 
cagagcttca 



tgctctggct 
tgtctgeage 
ataacaactg 
attatgeate 
cacagttcac 
caggegatta 
aaggtgatcc 
ctggaacagt 
gggaggtgga 
ctgcagattg 
gecacaaaga 
gtaggaagaa 



cccaggtgcc 
tgtgggaggc 
gttatcctgg 
cactctggca 
tctcaccatt 
tagtagtagt 
a gttgcacct 
caccatcgtg 
tggcaccacc 
tacctacaac 
gtacacctgc 
ctgttaa 



<210> 17 
<211> 452 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic 11G05 heavy chain sequence 
<400> 17 

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly 
15 10 15 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
717 



9 



Val Gin 


Cys 


Gin 


Ser 


Val 


Glu 


Glu 


Ser 


Glv 


Glv 


Arg Leu 


Val 


Thr 


Pro 






20 










25 








30 






Gly Thr 


Pro 


Leu 


Thr 


Leu 


Thr 


Cys 


Thr 


Val 


Ser 


Gly Phe 


Thr 


He 


Ser 




35 










40 








45 








Asd Tvx 


Asp 


Leu 


Ser 


Tro 


Val 


Arg 


Gin 


Ala 


Pro 


Gly Glu 


Glv 


Leu 


Lys 


50 










55 










60 








Tyr lie 


Glv 


Phe 


lie 


Ala 


lie 


Asp 


Glv 


Asn 


Pro 


Tvr Tvr 


Ala 


Thr 


Tm 


65 








70 










75 








80 


Ala Lys 


Glv 


Ara 


Phe 


Thr 


lie 


Ser 


Lys 


Thr 


Ser 


Thr Thr 


Val 


Asp 


Leu 








85 










90 








95 




Ly s lie 


Thr 


Ala 


Pro 


Thr 


Thr 


Glu 


Asp 


Thr 


Ala 


Thr Tyr 


Phe 


Cys 


Ala 






100 










105 








110 






Arg Gly 


Ala 


Glv 


Asp 


Leu 


Tro 


Glv 


Pro 


Glv 


Thr 


Leu Val 

-1—1 U. V CIJ. 


Thr 


Val 


Ser 




115 










120 








125 








Ser Gly 


Gin 


Pro 


Lys 


Ala 


Pro 


Ser 


Val 


Phe 


Pro 


Leu Al a 

-1—1 d -1_ C4. 


Pro 


Cys 


Cys 


130 










135 










140 








Gly Asp 


Thr 


Pro 


Ser 


Ser 


Thr 


Val 


Thr 


Leu 


Glv 


Cvs Leu 


Val 


Lys 


Gly 


145 








150 










155 








160 


Tyr Leu 


Pro 


Glu 


Pro 


Val 


Thr 


Val 


Thr 


Trn 


Asn 


Ser Gly 


Thr 


Leu 


Thr 








165 










170 








175 




Asn Gly 


Val 


Ara 


Thr 


Phe 


Pro 


Ser 


Val 


Ara 


Gin 


Ser Ser 


Glv 


Leu 


Tvr 






180 










185 








190 






Ser Leu 


Ser 


Ser 


Val 


Val 


Ser 


Val 


Thr 


Ser 


Ser 


Ser Gin 


Pro 


Val 


Thr 




195 










200 








205 








Cys Asn 


Val 


Ala 


His 


Pro 


Ala 


Thr 


Asn 


Thr 


Lys 


Val Asn 

VCT.J. nop 


TiVS 
j-j y o 


X. 11 J. 


Val 
vai 


210 










215 










220 








Ala Pro 


Ser 


Thr 


Cys 


Ser 


Lys 


Pro 


Thr 


Cys 


Pro 


Pt"o Pro 


VJ J. u 


JJC u. 


J-rC U. 


225 








230 










235 








24 0 


Gly Gly 


Pro 


Ser 


Val 


Phe 


lie 


Phe 


Pro 


Pro 


Lys 


Prn Ta/'cj 
c l. \j i-i y o 


nop 


X 111. 


JJC u. 








245 










250 








£i ._> J 




Met lie 


Ser 


Ara 


Thr 


Pro 


Glu 


Val 


Thr 


Cys 


Val 


Val Val 


A en 

nop 


vai 


uCI 






260 










265 








270 






Gin Asp 


Asd 


Pro 


Glu 


Val 


Gin 


Phe 


Thr 


Trn 


Tvr* 


Tie Asn 

-1 — LC AO 11 


Asn 




m n 




275 










280 








285 








Val Arg 


Thr 


Ala 


Ara 


Pro 


Pro 


Leu 


Ara 


Glu 


Gln 


Gin Phe 


Asn 


Ser 


Thr 


290 










295 










300 








lie Arg 


Val 


Val 


Ser 


Thr 


Leu 


Pro 


lie 


Ala 


His 


Hi n Asn 

uj.il nou 


Trn 


Tien 




3 05 








310 










315 








320 


Gly Lys 


Glu 


Phe 


Lys 


Cys 


Lys 


Val 


His 


Asn 


Lys 


Al a Tien 




AT ^ 










325 










330 








335 




lie Glu 


Lvs 

±jy o 


Thr 


lie 


Ser 


Lys 


Ala 


Arg 


Gly 


Gin 






Pro 








340 










345 








350 






Val Tyr 


Thr 


Met 


Glv 


Pro 


Pro 


Ara 


Glu 


Glu 


Leu 


Ser Ser 


Arg 


Ser 


Val 




355 










360 








365 








Ser Leu 


Thr 


Cvs 


Met 


lie 


Asn 


Glv 


Phe 


Tvr 

± y i 


Pro 


Ser Asn 


lie 


Ser 


Val 


370 










375 










380 








Glu Trp 


Glu 


Lvs 


Asn 


Glv 


Lys 


Ala 


Glu 


Asp 


Asn 


Tyr Lys 


Thr 


Thr 


lr JL W 


3 85 








390 










395 








400 


Ala Val 


Leu 


Asp 


Ser 


Asp 


Gly 


Ser 


Tyr 


Phe 




Tyr Z\cn 
iy I rioll 


T i\/C3 

uy o 


JJC 14 


uCi 








405 










410 








415 




Val Pro 


Thr 


Ser 


Glu 


Trp 


Gin 


Arg 


Gly 


Asp 


Val 


Phe Thr 


Cys 


Ser 


Val 






420 










425 








430 






Met His 


Glu 


Ala 


Leu 


His 


Asn 


His 


Tyr 


Thr 


Gin 


Lys Ser 


He 


Ser 


Arg 




435 










440 








445 









Ser Pro Gly Lys 
450 



<210> 18 
<211> 1356 
<212> DNA 

<213> Artificial Sequence 



10 



<220> 

<223> A synthetic 11G05 anti-CD83 heavy chain sequence 



<400> 18 

atggagacag 

tcggtggagg 

acagtctctg 

gaggggctga 

gcaaaaggcc 

ccgacaaccg 

ccagggaccc 

gccccctgct 

tacctcccgg 

accttcccgt 

acctcaagca 

gacaagaccg 

gggggaccgt 

acccccgagg 

acatggtaca 

ttcaacagca 

ggcaaggagt 

atctccaaag 

gaggagctga 

gacatctcgg 

gccgtgctgg 

gagtggcagc 

tacacgcaga 



gcctgcgctg 
agtccggggg 
gattcaccat 
aatacatcgg 
gattcaccat 
aagacacggc 
tcgtcaccgt 
gcggggacac 
agccagtgac 
ccgtccggca 
gccagcccgt 
ttgcgccctc 
ctgtcttcat 
tcacatgcgt 
taaacaacga 
cgatccgcgt 
tcaagtgcaa 
ccagagggca 
gcagcaggtc 
tggagtggga 
acagcgacgg 
ggggcgacgt 
agtccatctc 



gcttctcctg 
tcgcctggtc 
cagtgactac 
attcattgct 
ctccaaaacc 
cacgtatttc 
ctcttcaggg 
accctctagc 
cgtgacctgg 
gtcctcaggc 
cacctgcaac 
gacatgcagc 
cttcccccca 
ggtggtggac 
gcaggtgcgc 
ggtcagcacc 
agtccacaac 
gcccctggag 
ggtcagcctg 
gaagaacggg 
ctcctacttc 
cttcacctgc 
ccgctctccg 



gtcgctgtgc 
acgcctggga 
gacttgagct 
attgatggta 
tcgaccacgg 
tgtgccagag 
caacctaagg 
acggtgacct 
aactcgggca 
ctctactcgc 
gtggcccacc 
aagcccacgt 
aaacccaagg 
gtgagccagg 
accgcccggc 
ctccccatcg 
aaggcactcc 
ccgaaggtct 
acctgcatga 
aaggcagagg 
ctctacaaca 
tccgtgatgc 
ggtaaa 



tcaaaggtgt 
cacccctgac 
gggtccgcca 
acccatacta 
tggatctgaa 
gggcagggga 
ctccatcagt 
tgggctgcct 
ccctcaccaa 
tgagcagcgt 
cagccaccaa 
gcccaccccc 
acaccctcat 
atgaccccga 
cgccgctacg 
cgcaccagga 
cggcccccat 
acaccatggg 
tcaacggctt 
acaactacaa 
agctctcagt 
acgaggcctt 



ccagtgtcag 
actcacctgc 
ggctccaggg 
cgcgacctgg 
aatcaccgct 
cctctggggc 
cttcccactg 
ggtcaaaggc 
tggggtacgc 
ggtgagcgtg 
caccaaagtg 
tgaactcctg 
gatctcacgc 
ggtgcagttc 
ggagcagcag 
ctggctgagg 
cgagaaaacc 
ccctccccgg 
ctacccttcc 
gaccacgccg 
gcccacgagt 
gcacaaccac 



<210> 19 

<211> 238 

<212> PRT 

<213> Artificial Sequence 
<220> 

<221> SITE 

<222> (1) . . . (238) 

<223> Xaa = any amino acid 



<220> 

<223> A synthetic 14C12 
<400> 19 

Met Asp Xaa Arg Ala Pro 

1 5 
Leu Pro Gly Ala Arg Cys 
20 

Val Ser Ala Ala Val Gly 
35 

Gin Ser Val Tyr Asp Asn 
50 

Gly Gin Pro Pro Lys Leu 
65 70 
Gly Val Pro Ser Arg Phe 
85 

Leu Thr He Ser Gly Val 
100 

Gin Ala Thr His Tyr Ser 
115 

Thr Glu Val Val Val Lys 
13 0 

Phe Pro Pro Ser Ser Asp 
145 150 



light chain sequence 



Thr Gin Leu 
Ala 
Gly 



Asp 

55 

Leu 

Lys 

Gin 

Ser 

Gly 
135 
Glu 



Leu Val 

25 
Thr Val 
40 

Glu Leu 



He Tyr 

Gly Ser 

Cys Asp 
105 
Asp Trp 
120 

Asp Pro 
Val Ala 



Leu Gly 
10 

Met Thr 

Thr He 

Ser Trp 

Leu Ala 
75 

Gly Ser 
90 

Asp Ala 

Tyr Leu 

Val Ala 

Thr Gly 
155 



Leu Leu Leu 

Gin Thr Pro 
30 

Asn Cys Gin 
45 

Tyr Gin Gin 
60 

Ser Lys Leu 

Gly Thr Gin 

Ala Thr Tyr 
110 

Thr Phe Gly 

12 5 
Pro Thr Val 
140 

Thr Val Thr 



Leu Trp 
15 

Ala Ser 

Ser Ser 

Lys Pro 

Ala Ser 
80 

Phe Ala 
95 

Tyr Cys 

Gly Gly 

Leu Leu 

He Val 
160 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1356 



11 



Cys Val Ala Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp 

165 170 
Asp Gly Thr Thr Gin Thr Thr Gly lie Glu Asn Ser Lys Thr 
180 185 190 

Asn Ser Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr 

195 200 205 

Ser Thr Gin Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val 

210 215 220 

Gly Thr Thr Ser Val Val Gin Ser Phe Ser Arg Lys Asn Cys 
225 230 235 

<210> 20 
<211> 717 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic 14C12 anti-CD83 light chain sequence 
<400> 20 

atggacatra gggcccccac tcagctgctg gggctcctgc tgctctggct cccaggtgcc 60 

agatgtgccc ttgtgatgac ccagactcca gcctccgtgt ctgcagctgt gggaggcaca 12 0 

gtcaccatca attgccagtc cagtcagagt gtttatgata acgacgaatt atcctggtat 180 

cagcagaaac cagggcagcc tcccaagctc ctgatctatc tggcatccaa gttggcatct 240 

ggggtcccat cccgattcaa aggcagtgga tctgggacac agttcgctct caccatcagc 300 

ggcgtgcagt gtgacgatgc tgccacttac tactgtcaag ccactcatta tagtagtgat 360 

tggtatctta ctttcggcgg agggaccgag gtggtggtca aaggtgatcc agttgcacct 420 

actgtcctcc tcttcccacc atctagcgat gaggtggcaa ctggaacagt caccatcgtg 480 

tgtgtggcga ataaatactt tcccgatgtc accgtcacct gggaggtgga tggcaccacc 540 

caaacaactg gcatcgagaa cagtaaaaca ccgcagaatt ctgcagattg tacctacaac 600 

ctcagcagca ctctgacact gaccagcaca cagtacaaca gccacaaaga gtacacctgc 660 

aaggtgaccc agggcacgac ctcagtcgtc cagagcttca gtaggaagaa ctgttaa ~ 717 

<210> 21 
<211> 454 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic 14C12 heavy chain sequence 
<400> 21 

Met Glu Thr Gly Leu 

1 5 
Val His Cys Gin Ser 
20 

Gly Thr Pro Leu Thr 
35 

Ser Tyr Asp Met Ser 
50 

Trp Val Gly Val lie 
65 

Ala Lys Gly Arg Phe 
85 

Lys Met Thr Ser Leu 
100 

Arg Gly Gly Ser Trp 
115 

Val Ser Ser Gly Gin 
130 

Cys Cys Gly Asp Thr 
145 



Glu Val 
175 

Pro Gin 
Leu Thr 
Thr Gin 



Arg 


Trp 


Leu 


Leu 


Leu 


Val 


Ala 


Val 


Leu 


Lys 


Gly 










10 










15 




Val 


Glu 


Glu 


Ser 


Gly 


Gly 


Arg 


Leu 


Val 


Thr 


Pro 








25 










30 






Leu 


Thr 


Cys 


Thr 


Ala 


Ser 


Gly 


Phe 


Ser 


Arg 


Ser 






40 










45 








Trp 


Val 


Arg 


Gin 


Ala 


Pro 


Gly 


Lys 


Gly 


Leu 


Glu 




55 










60 










Ser 


Thr 


Ala 


Tyr 


Asn 


Ser 


His 


Tyr 


Ala 


Ser 


Trp 


70 










75 










80 


Thr 


He 


Ser 


Arg 


Thr 


Ser 


Thr 


Thr 


Val 


Asp 


Leu 










90 










95 




Thr 


Thr 


Glu 


Asp 


Thr 


Ala 


Thr 


Tyr 


Phe 


Cys 


Ala 








105 










110 




Leu 


Asp 


Leu 


Trp 


Gly 


Gin 


Gly 


Thr 


Leu 


Val 


Thr 






120 










125 








Pro 


Lys 


Ala 


Pro 


Ser 


Val 


Phe 


Pro 


Leu 


Ala 


Pro 




135 










140 










Pro 


Ser 


Ser 


Thr 


Val 


Thr 


Leu 


Gly 


Cys 


Leu 


Val 


150 










155 










160 



12 



T ."wc 
jjy o 




iyr 


lie u. 




Thr 

-L 111 




uiy 








180 


Leu 


j.yi 


Ser 


Leu. 






195 




Val 


Thr 


Cys 


Asn 




210 






Thr 


Val 


Ala 


Pro 


225 










iJCU 


uiy 


uiy 


j. 111 


T .^i i 

■UC u 


Mf=>t~ 

I'lC u 


Tl p 

11C 








260 


V CtJL 


Cpv- 

ocl 


m n 

O 1 11 








275 




Glu 


Gin 


Val 


Arg 




2 90 






Ser 


Thr 


IXC 


ar 9 


305 








T.pii 


7\ TCI 




T ,ve 
Jjy fc> 


.rt.1 d 


Dm 
ir -L (J 


Tip 
J. 1C 


U. 








J *± u 


rlU 


Liys 


Vdi 


Tyr 






355 




Ser 


Val 


Ser 


Leu 




3 70 






Ser 


Val 


Glu 


lip 


3 85 








Thr 


Pro 


Ala 


Val 




Cor 


V CI J. 


rlU 








420 


Ser 


Val 


Met 


His 






435 




Ser 


Arg 


Ser 


Pro 




450 







Pro Glu Pro Val 
165 

Val Arg Thr Phe 

Ser Ser Val Val 
200 

Val Ala His Pro 
215 

Ser Thr Cys Ser 
230 

Pro Ser Val Phe 
245 

Ser Arg Thr Pro 

Asp Pro Glu Val 
280 

Thr Ala Arg Pro 
295 

Val Val Ser Thr 
310 

Glu Phe Lys Cys 
325 

Lys Thr lie Ser 

Thr Met Gly Pro 
360 

Thr Cys Met lie 
375 

Glu Lys Asn Gly 
390 

Leu Asp Ser Asp 
405 

Thr Ser Glu Trp 

Glu Ala Leu His 
440 

Gly Lys 



Thr 


Val 


Thr 


Trp 




i / \j 






Pro 


Qpr 
OC i- 


Val 


Ara 


185 








Ser 


Val 


Thr 


Ser 


Ala 


Thr 


Asn 


Thr 








22 0 


T A/Q 

u_y o 


riu 


x in 








235 




lie 


Phe 


Pro 


Pro 




250 






UlU 


val 


i in 


y o 


265 








Gin 


Phe 


Thr 


lip 


Pro 


Leu 


Arg 


Glu 








300 


T .^n 
uc u. 


Pro 
iri \J 


11C 


Al ^ 

ril d 






315 




Lys 


Val 


His 


Asn 




330 






ii y o 


Al a 

nld 


Arg 


uiy 


345 








C 1. KJ 


Arg 


m ii 

ulU 


m ii 

UlU 


Aon 
noil 


ox y 


.r lie 


iyr 








380 


Lys 


Ala 


CJl 11 
will 








395 




Gly 


Ser 


Tyr 


Phe 




410 






Gin 


Arg 


Gly 


Asp 


425 








Asn 


His 


Tyr 


Thr 



Asn 


Ser 


Gly 


Thr 






175 




Gin 


Ser 


Ser 


Gly 




190 






Ser 


Ser 


Gin 


Pro 


205 








Lys 


Val 


Asp 


Lys 


Pro 


Pro 


Pro 


Glu 








240 


Lys 


Pro 


Lys 


Asp 






255 




Val 


Val 


Val 


Asp 




270 






Tvr 

xy i 


lie 


Asn 


Asn 


285 








Gin 


Gin 


Phe 


Asn 


His 


Gin 


Asp 


Trn 








320 


Lys 


Ala 


Leu 


Pro 






335 




Gin 


Pro 


Leu 


Glu 




350 






Leu 


Ser 


Ser 


Ara 

"i y 


365 








Pro 


OC 1 


A on 
nop 


11C 


Asn 


Tvr 
ly i 


Lys 


Thr 








400 


Leu 


Tyr 


Asn 


Lys 






415 




Val 


Phe 


Thr 


Cys 




430 






Gin 


Lys 


Ser 


He 



445 



<210> 22 

<211> 1362 

<212> PRT 

<213> Artificial Sequence 



<220> 

<223> A synthetic 14C12 anti-CD83 heavy chain sequence 



<400> 22 



Ala Thr 


Gly 


Gly 


Ala 


Gly 


Ala 


Cys 


Ala 


Gly 


Gly 


Cys 


Cys 


Thr 


Gly 


Cys 


1 






5 










10 










15 




Gly Cys 


Thr 


Gly 


Gly 


Cys 


Thr 


Thr 


Cys 


Thr 


Cys 


Cys 


Thr 


Gly 


Gly 


Thr 






20 










25 










30 






Cys Gly 


Cys 


Thr 


Gly 


Thr 


Gly 


Cys 


Thr 


Cys 


Ala 


Ala 


Ala 


Gly 


Gly 


Thr 




35 










40 










45 








Gly Thr 


Cys 


Cys 


Ala 


Cys 


Thr 


Gly 


Thr 


Cys 


Ala 


Gly 


Thr 


Cys 


Gly 


Gly 


50 










55 










60 










Thr Gly 


Gly 


Ala 


Gly 


Gly 


Ala 


Gly 


Thr 


Cys 


Cys 


Gly 


Gly 


Gly 


Gly 


Gly 


65 








70 










75 










80 


Thr Cys 


Gly 


Cys 


Cys 


Thr 


Gly 


Gly 


Thr 


Cys 


Ala 


Cys 


Gly 


Cys 


Cys 


Thr 








85 










90 










95 




Gly Gly 


Gly 


Ala 


Cys 


Ala 


Cys 


Cys 


Cys 


Cys 


Thr 


Gly 


Ala 


Cys 


Ala 


Cys 



100 105 110 



13 



Thr Cys 


Ala 


Cys 




115 




Thr Gly 


Gly 


Ala 


130 






Ala Gly 


Cys 


Thr 


145 






Gly Gly 


Glv 


Thr 


Ala Gly 


Glv 


Glv 

vjxy 






180 


Thr Gly 


Glv 


Glv 




195 




Gly Thr 


Ala 


Cys 


210 






Ala Cys 


Ala 


Cys 


225 






Gly Cys 


Ala 


Ala 


Cys Cys 


Ala 


Thr 






260 


Gly Ala 


Cys 


Cys 




275 




Ala Ala 


Ala 


Ala 


290 






Cys Ala 


Ala 


Cys 


305 






Cys Ala 


Cvs 

\-y o 


Cys 


Ala Gly 


Ala 


Gly 






340 


Thr Gly 


Gly 


Ala 




355 




Gly Gly 


Gly 


Cys 


370 






Gly Thr 


Cys 


Thr 


385 






Cys Thr 


Ala 


Ala 


Cys Thr 


Thr 


Cys 






420 


Thr Gly 


Cys 


Thr 




435 




Cys Cys 


Thr 


Cys 


450 






Cys Thr 


Thr 


Glv 


465 






Ala Ala 


Ala 


Glv 


Ala Gly 


Cys 


Cys 






500 


Cys Thr 


Glv 

vjxy 


Glv 

vjxy 




515 




Cys Thr 


Cys 


Ala 


530 






Gly Cys 


Ala 


Cys 


545 






Put; Pv«! 




ftl V 

vjx y 


Cys Thr 


Cys 


Thr 






580 


Gly Cys 


Gly 


Thr 




595 





Cvs 


Thr 


Glv 


Cvs 








120 


Thr 


Thr 


Cys 


Thr 






135 




Ala 


Cys 


Gly 


Ala 




150 






Cvs 


Cvs 


Glv 


Cvs 

\~y 


165 








Ala 


Ala 


Glv 


Glv 


Thr 


Cvs 


Glv 


Glv 








200 


Thr 


Glv 


Cvs 


Thr 






215 




Thr 


Ala 


Cys 


Gly 




230 






Ala 


Ala 


Glv 


Glv 


245 








Cys 


Thr 


Cys 


Cys 


Ala 


Cys 


Glv 


Glv 

vjxy 








280 


Thr 


Glv 


Ala 


Cys 






295 




Cys 


Gly 


Ala 


Ala 




310 






Thr 


Ala 


Thr 


Thr 


325 








Glv 

\jxy 


Glv 

vjxy 


Glv 


Gly 


Thr 


Cys 


Thr 


Cys 








360 


Ala 


Cys 


Cys 


Cys 






375 




Cys 


Cys 


Thr 


Cys 




390 






Glv 


Glv 


Cys 


Thr 


405 








Cvs 


Cys 


Ala 


Cys 


Glv 


Cys 


Glv 

vjxy 


Glv 

\axy 








440 


Thr 


Ala 


Glv 

vjxy 


Cys 






455 




Gly 


Gly 


Cys 


Thr 




470 






Gly 


Cvs 


Thr 


Ala 


485 








Ala 


Glv 


Thr 


Glv 


Ala 


Ala 


Cys 


Thr 








520 


Cys 


Cys 


Ala 


Al a 






535 




Cys 


Thr 


Thr 


Cys 




550 






Cys 


Al a 


J- y 


TVi y~ 
± al. 


565 








Ala 


Cys 


Thr 


Cys 


Gly 


Gly 


Thr 


Gly 








600 



Ala 


Cys 


Ala 


Glv 

vjxy 


Cys 


Cys 


Cys 


Glv 

\jxy 








140 


Cys 


Ala 


Thr 


Glv 

vjxy 






155 




Cys 


Ala 


Gly 


Gly 




170 






Glv 


Glv 

wj. y 


Cys 


Thr 


185 








Ala 


Glv 


Thr 


Cys 


Thr 


Ala 


Thr 


Ala 








220 


Cys 


Glv 

vjxy 


Ala 


Glv 






235 




Cys 


Cys 


Gly 


Ala 




250 






Ala 


Glv 


Ala 


Ala 


265 








Thr 


Glv 


Glv 


Ala 


Cys 


Ala 


Glv 

v?xy 


Thr 








300 


Glv 


Ala 


Cys 


Ala 






315 




Thr 


Cys 


Thr 


Gly 




330 






Thr 


Ala 


Gly 


Thr 


345 








Thr 


Glv 


Glv 
oxy 


Gly 


Thr 


Glv 
oxy 


Gly 


Thr 








380 


Ala 


Glv 

\j j-y 


Glv 


Glv 

vjxy 






395 




Cys 


Cys 


Ala 


Thr 




410 






Thr 


Glv 

j. y 


Glv 


Cys 


425 








Glv 


Glv 

vjxy 


Ala 


Cys 


Ala 


Cys 


Glv 

vjxy 


Glv 

oxy 








460 


Glv 

vjxy 


Cys 


Cys 


Thr 






475 




Cys 


Cys 


Thr 


Cys 




490 






Ala 


Cys 


Cys 


Glv 

vjxy 


505 








Cys 


Glv 


Glv 

\axy 


Glv 

vjxy 


Thr 


\j j- y 




ox y 








540 


Cys 


Cys 


Gly 


X J.1X 






555 




Cys 


Cys 


Thr 


Cys 




570 






Gly 


Cys 


Thr 


Gly 


585 








Ala 


Gly 


Cys 


Gly 



Cys 


Cys 


Thr Cys 


125 






Cys 


Ala 


Gly Cys 


Ala 


Glv 

vjxy 


Cys Thr 






160 


Cys 


Thr 


Cvs Cvs 






175 


Gly 


Gly 


Ala Ala 




190 




Ala 


Thr 


Thr Ala 


205 






Ala 


Cvs 

\~y >J 


Thr Cys 


Cys 


Thr 


Gly Gly 






240 


Thr 


Thr 


fVR Al A 






255 


Cys 


Cys 


Thr Cys 




270 




Thr 


Cys 


Thr Gly 


285 






Cys 


Thr 


Gly Ala 


Cvs 

v-y o 


Glv 

\j j.y 


Gly Cys 






320 


Thr 


Glv 


Cys Cys 






335 


Thr 


Gly 


Gly Thr 




350 




Glv 

vjxy 


Cys 


Cvs Ala 


365 






Cys 


Ala 


Cvs Cvs 


Cys 


Ala 


Ala Cvs 

Xj.«l» \*Ar V 






400 


Cvs 

\-y ° 


Ala 


Gly Thr 






415 


Cys 


Cys 


Cys Cys 




430 




Ala 


Cys 


Ala Cvs 


445 






Thr 


Glv 

vjxy 


Ala Cvs 


Glv 

\j j-y 


Glv 

\j j.y 


Thr Cys 






480 


Cys 


Cys 


Gly Gly 






4 95 


Thr 


Gly 


Ala Cys 




510 




Cys 


Ala 


Cys Cys 


525 






Glv 

vjxy 


Thr 


Ala Cys 


Cys 


Cys 


Gly Thr 






560 


AT a 


vjxy 


\j±y v^ys 






575 


Ala 


Gly 


Cys Ala 




590 




Thr 


Gly 


Ala Cys 


605 







14 



Cys Thr 


Cys Ala Ala Gly Cys 


Ala 


Glv Cvs Cvs 


Ala 


Glv 

vjxy 


Cys 


Cvs Cvs 


610 


615 






620 








Gly Thr 


Cys Ala Cys Cys Thr 


Glv 


Cys Ala Ala 


Cys 


Glv 


Thr 


Gly Gly 


625 


63 0 




635 








640 


Cys Cys 


Cys Ala Cys Cys Cys 


Ala 


Glv Cvs Cvs 


Ala 


Cys 


Cys 


Ala Ala 




645 




650 








655 


Cys Ala 


Cys Cys Ala Ala Ala 


Glv 

vjxy 


Thr Glv Glv 


Ala 


Cys 


Ala 


Ala Gly 




660 




665 






670 




Ala Cys 


Cys Gly Thr Thr Gly 


Cys 


Glv Cvs fvq 


Cys 


Thr 


Cys 


Gly Ala 




675 


680 






685 






Cys Ala 


Thr Gly Cys Ala Gly 


Cys 


Ala Ala Glv 


Cys 


Cys 


Cys 


Ala Cvs 


690 


695 






700 








Gly Thr 


Gly Cys Cys Cys Ala 


Cys 


Cvs Cvs Cvs 


Cys 


Thr 


Glv 

oxy 


Ala Ala 

met r\ i ci 


705 


710 




715 








720 


Cys Thr 


Cys Cys Thr Gly Gly 


Glv 


Glv Glv Glv 


Ala 


Cys 


Cys 


Gly Thr 




725 




730 








735 


Cys Thr 


Gly Thr Cys Thr Thr 


Cys 


Ala Thr Cvs 

rii u i ill v^. y o 


Thr 


Thr 


Cys 


Gvs Pvs 
v^y a v.yo 




740 




745 






750 




Cys Cys 


Cvs Ala Ala Ala Ala 


Cys 


Pv 1 ? Cvs Ala 

v»y O 0 >il CI 


Ala 


Gl v 


Gl v 
vjrx y 


A 1 a fT/c 
r^.xd y o 




755 


760 






765 






Ala Cys 


Cys Cys Thr Cys Ala 


Thr 


Glv Ala Th r 

J- y x^. -L. d 1111 


Cys 


Thr 


^ y & 


Ala G\/q 


770 


775 






780 








Glv Cvs 


Ala Cys Cys Cys Cys 


Cys 


Glv Ala Glv 


Gly 


Thr 


Gvs 
y o 


Ala G\/c3 


785 


790 




795 








800 


Ala Thr 


Gly Cys Gly Thr Gly 


Glv 

uiy 


Thr Glv Glv 


Thr 


Gly 


Gly 


Ala Gvs 
/ax a. v_. y o 




805 




810 








815 


Gly Thr 


Gly Ala Gly Cys Cys 


Ala 


Glv Glv Ala 


Thr 


Gly 


Ala 


Gvs Pvq 




82 0 




825 






830 




Cys Cys 


Gly Ala Gly Gly Thr 


Glv 

vjiy 


Cvs Ala Glv 

y h^/ x* .1. \j .x. y 


Thr 


Thr 


Cys 


Ala P\/s 
/ax a v_y & 




83 5 


840 






845 






Ala Thr 


Gly Gly Thr Ala Cys 


Ala 


Thr* Al a AT a 

1 111 n_LO. m CI 


Ala 

nl a 


v*y o 


Al a 


nld Lyb 


850 


855 






860 






Gly Ala 


Gly Cys Ala Gly Gly 


Thr 


Gl v Cvs Gl v 

-L y V-»y O Vjiy 


Cvs 

y 


Al a 

n X CL 


G*\/C! 


uyo oxy 


865 


870 




875 








880 


Cys Cys 


Cvs Glv Glv Cvs Cvs 


Gly 


cvs rv<? ni v 


GvrQ 

*»»y & 


X 111 


Al a 


>-yb uly 




885 




890 








895 


Gly Gly 


Ala Gly Cys Ala Gly 


Cys 


Ala Glv Thr 

niu vjx y i in 


Thr 




Al 3 
ni ct 


<ri-L ct tyb 




900 




905 






910 


Ala Gly 


Cys Ala Cys Gly Ala 


Thr 


Cvs Cvs Glv 


Cys 


Gly 


Thr 

X 111 


Glv nlv 

uiy uiy 




915 


920 






925 




Thr Cys 


Ala Gly Cys Ala Cys 


Cys 


Cvs Thr* Cvs 


Cys 


Gvs 


^ y o 


Ala T 1 V> y~ 
nld Xllx 


930 


935 






940 








Cys Gly 


Cys Gly Cys Ala Cys 


Cys 


Ala Glv Glv 

ni d vjiy vj i y 


Al a 

nl ct 


v-y o 


1 ill 


gi \/ m w 
oxy vj±y 


945 


950 




955 








960 


Cys Thr 


Gly Ala Gly Gly Gly 


Gly 


Cys Ala Ala 


Gl v 


Gly 


Ala 


\j±y ixix 




965 




970 








97 ^ 


Thr Cys 


Ala Ala Gly Thr Gly 


Cys 


Ala Ala Ala 


Gly 


Thr 


Cys 


Lyb Hid 




980 




985 






990 




Cys Ala 


Ala Cys Ala Ala Gly 


Gly 


Cys Ala Cys 


Thr 


Cys 


Cys 


tyo uiy 




995 


1000 




1005 




Gly Cys 


Cys Cys Cys Cys Ala 


Thr 


Cys Gly Ala 


Gly 


Ala 


Ala 


Ala Al ^ 

nld nld 


101C 


) 1015 




1020 






Cys Cys 


Ala Thr Cys Thr Cys 


Cys 


Ala Ala Ala 


Gly Cys 


Cys 


Ala Gly 


1025 


1030 




1035 






1040 


Ala Gly Gly Gly Cys Ala Gly Cys Cys Cys Cys Thr Gly Gly 


Ala Gly 




1045 




1050 








1055 


Cys Cys Gly Ala Ala Gly Gly Thr Cys Thr Ala Cys Ala Cys 


Cys Ala 



1060 1065 1070 



Thr Gly Gly Gly Cys Cys Cys Thr Cys Cys Cys Cys Gly Gly Gly Ala 

1075 1080 1085 

Gly Gly Ala Gly Cys Thr Gly Ala Gly Cys Ala Gly Cys Ala Gly Gly 
1090 1095 1100 



15 



Thr Cys Gly Gly Thr Cys Ala Gly Cys Cys Thr Gly Ala Cys Cys Thr 
1105 1110 1115 1120 

Gly Cys Ala Thr Gly Ala Thr Cys Ala Ala Cys Gly Gly Cys Thr Thr 

1125 1130 "* 1135 

Cys Thr Ala Cys Cys Cys Thr Thr Cys Cys Gly Ala Cys Ala Thr Cys 

1140 " 1145 " 1150 

Thr Cys Gly Gly Thr Gly Gly Ala Gly Thr Gly Gly Gly Ala Gly Ala 

1155 1160 1165 

Ala Gly Ala Ala Cys Gly Gly Gly Ala Ala Gly Gly Cys Ala Gly Ala 

1170 1175 1180 

Gly Gly Ala Cys Ala Ala Cys Thr Ala Cys Ala Ala Gly Ala Cys Cys 
1185 1190 ' 1195 1200 

Ala Cys Gly Cys Cys Gly Gly Cys Cys Gly Thr Gly Cys Thr Gly Gly 

1205 1210 1215 

Ala Cys Ala Gly Cys Gly Ala Cys Gly Gly Cys Thr Cys Cys Thr Ala 

1220 1225 " ~ 1230 

Cys Thr Thr Cys Cys Thr Cys Thr Ala Cys Ala Ala Cys Ala Ala Gly 

1235 1240 1245 

Cys Thr Cys Thr Cys Ala Gly Thr Gly Cys Cys Cys Ala Cys Gly Ala 

1250 1255 1260 

Gly Thr Gly Ala Gly Thr Gly Gly Cys Ala Gly Cys Gly Gly Gly Gly 
1265 1270 1275 ' 1280 

Cys Gly Ala Cys Gly Thr Cys Thr Thr Cys Ala Cys Cys Thr Gly Cys 

1285 1290 " 1295 

Thr Cys Cys Gly Thr Gly Ala Thr Gly Cys Ala Cys Gly Ala Gly Gly 

1300 1305 1310 

Cys Cys Thr Thr Gly Cys Ala Cys Ala Ala Cys Cys Ala Cys Thr Ala 

1315 1320 1325 

Cys Ala Cys Gly Cys Ala Gly Ala Ala Gly Thr Cys Cys Ala Thr Cys 

1330 1335 1340 

Thr Cys Cys Cys Gly Cys Thr Cys Thr Cys Cys Gly Gly Gly Thr Ala 
1345 1350 1355 1360 

Ala Ala 



<210> 23 
<211> 5 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 23 

Ser Tyr Asp Met Thr 
1 ~ 5 

<210> 24 
<211> 5 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 24 

Ser Tyr Asp Met Ser 
1 5 

<210> 25 
<211> 5 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 25 

Asp Tyr Asp Leu Ser 
1 5 
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<210> 26 
<211> 5 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 26 

Ser Tyr Asp Met Ser 
1 5 

<210> 27 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 



<400> 27 

Tyr Ala Ser Gly Ser Thr Tyr Tyr 
1 5 

<210> 28 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 28 

Ser Ser Ser Gly Thr Thr Tyr Tyr 
1 5 

<210> 29 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 29 

Tyr Ala Ser Gly Ser Thr Tyr Tyr 
1 5 

<210> 30 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 30 

Ala lie Asp Gly Asn Pro Tyr Tyr 
1 5 

<210> 31 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 31 

Ser Thr Ala Tyr Asn Ser His Tyr 
1 5 



<210> 32 

<211> 11 

<212> PRT 

<213> Oryctolagus 



cuniculus 



<400> 32 

Glu His Ala Gly Tyr Ser Gly Asp Thr Gly His 
1 5 10 

<210> 33 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 33 

Glu Gly Ala Gly Val Ser Met Thr 
1 5 

<210> 34 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 34 

Glu Asp Ala Gly Phe Ser Asn Ala 
1 5 

<210> 35 
<211> 4 
<212> PRT 

<213> Oryctolagus cuniculus 

<400> 35 
Gly Ala Gly Asp 
1 

<210> 36 
<211> 6 
<212> PRT 

<213> Oryctolagus cuniculus 



<400> 36 

Gly Gly Ser Trp Leu Asp 
1 5 

<210> 37 
<211> 5 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 37 

Arg Cys Ala Tyr Asp 
1 ~ 5 

<210> 38 
<211> 6 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 38 

Arg Cys Ala Asp Val Val 
1 5 
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<210> 39 
<211> 5 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 39 

Arg Cys Ala Leu Val 
1 5 

<210> 40 

<211> 6 

<212> PRT 

<213> Oryctolagus cuniculus 

<400> 40 

Gin Ser lie Ser Thr Tyr 
1 5 

<210> 41 

<211> 6 

<212> PRT 

<213> Oryctolagus cuniculus 

<400> 41 

Gin Ser Val Ser Ser Tyr 
1 5 

<210> 42 
<211> 6 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 42 

Glu Ser lie Ser Asn Tyr 
1 5 

<210> 43 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 43 

Lys Asn Val Tyr Asn Asn Asn Trp 
1 5 

<210> 44 
<211> 12 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 44 

Gin Gin Gly Tyr Thr His Ser Asn Val Asp Asn Val 
15 10 

<210> 45 
<211> 12 
<212> PRT 

<213> Oryctolagus cuniculus 
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<400> 45 

Gin Gin Gly Tyr Ser lie Ser Asp lie Asp Asn Ala 
15 10 



<210> 46 
<211> 14 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 46 

Gin Cys Thr Ser Gly Gly Lys Phe lie Ser Asp Gly Ala Ala 
1 5 10 

<210> 47 
<211> 11 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 47 

Ala Gly Asp Tyr Ser Ser Ser Ser Asp Asn Gly 
1 5 10 

<210> 48 
<211> 12 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 48 

Gin Ala Thr His Tyr Ser Ser Asp Trp Leu Thr Tyr 
1 5 10 

<210> 49 
<211> 5 
<212> RNA 

<213> Oryctolagus cuniculus 

<400> 49 
auuua 

<210> 50 , 
<211> 6 6 
<212> RNA 

<213> Oryctolagus cuniculus 

<400> 50 
auuuua 

<210> 51 
<211> 7 
<212> RNA 

<213> Oryctolagus cuniculus 

<400> 51 
auuuuua 

<210> 52 
<211> 157 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic anti-CD83 heavy chain variable region sequence 



<400> 52 



Met Glu 


Thr Gly Leu 


Arcr 


Tro 


Leu Leu Leu Val 


Ala 


Val 


Leu 


LVS 


Gly 


1 






5 






10 








15 




Val Gin 


y o 


m n 

UXli 


Cpr 


Val 


Glu 


Glu Ser Gly Gly 


Ara 


Leu 


Val 


Thr 


Pro 






20 








25 






30 






Gly Thr 


Pro 


Leu 


Thr 


Leu 


Thr 


Cys Thr Val Ser 


Gly 


Phe 


Ser 


Leu 


Ser 




35 










40 




45 








Ser Tyr 


Asp 


Met 


Thr 


Tro 


Val 


Arg Gin Ala Pro 


Glv 


Lys 


Glv 


Leu 


Glu 


50 










55 




60 










Trp lie 


Gly 


lie 


lie 


Tyr 


Ala 


Ser Gly Ser Thr 


Tyr 


Tyr 


Ala 


Ser 


Trp 


65 








70 




75 










80 


Ala Lys 


Gly Arg 


Phe 


Thr 


lie 


Ser Lys Thr Ser 


Thr 


Thr 


Val 


Asp 


Leu 








85 






90 








95 




Glu Val 


Thr 


Ser 


Leu 


Thr 


Thr 


Glu Asp Thr Ala 


Thr 


Tyr 


Phe 


Cys 


Ser 






100 








105 






110 






Arg Glu 


His 


Ala 


Gly 


Tyr 


Ser 


Gly Asp Thr Gly 


His 


Leu 


Trp 


Gly Pro 




115 










120 




125 








Gly Thr 


Leu 


Val 


Thr 


Val 


Ser 


Ser Gly Gin Pro 


Lys 


Ala 


Pro 


Ser 


Val 


130 










135 




140 










Phe Pro 


Leu 


Ala 


Pro 


Cys 


Cys 


Gly Asp Thr Pro 


Ser 


Ser 









145 150 155 

<210> 53 
<211> 154 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic anti-CD83 heavy chain variable region 
sequence 

<400> 53 



Met 


Glu 


Thr 


Gly Leu Arg 


Trp 


Leu 


Leu 


Leu 


Val 


Ala 


Val 


Leu 


Lys 


Gly 


1 








5 










10 










15 




Val 


Gin 


Cys 


Gin 


Ser 


Val 


Glu 


Glu 


Ser 


Gly Gly 


Arg 


Leu 


Val 


Ser 


Pro 








20 










25 










30 






Gly Thr 


Pro 


Leu 


Thr 


Leu 


Thr 


Cys 


Thr 


Ala 


Ser 


Gly 


Phe 


Ser 


Leu 


Ser 






35 










40 










45 








Ser 


Tyr 
50 


Asp 


Met 


Ser 


Trp 


Val 
55 


Arg 


Gin 


Ala 


Pro 


Gly 
60 


Lys 


Gly 


Leu 


Glu 


Tyr 


He 


Gly 


He 


He 


Ser 


Ser 


Ser 


Gly 


Thr 


Thr 


Tyr 


Tyr 


Ala 


Asn 


Trp 


65 










70 










75 










80 


Ala 


Lys 


Gly 


Arg 


Phe 
85 


Thr 


He 


Ser 


Lys 


Thr 
90 


Ser 


Thr 


Thr 


Val 


Asp 
95 


Leu 


Lys 


Val 


Thr 


Ser 
100 


Pro 


Thr 


He 


Gly 


Asp 
105 


Thr 


Ala 


Thr 


Tyr 


Phe 
110 


Cys 


Ala 


Arg 


Glu 


Gly 


Ala Gly Val 


Ser 


Met 


Thr 


Leu 


Trp 


Gly 


Pro 


Gly 


Thr 


Leu 






115 










120 










125 








Val 


Thr 
130 


Val 


Ser 


Ser 


Gly 


Gin 
135 


Pro 


Lys 


Ala 


Pro 


Ser 
140 


Val 


Phe 


Pro 


Leu 


Ala 


Pro 


Cys 


Cys 


Gly Asp 


Thr 


Pro 


Ser 


Ser 















145 150 

<210> 54 
<211> 154 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic anti-CD83 heavy chain variable region 
sequence 



21 



<400> 54 



Met Glu Thr 


Gly Leu Arg 


Trp 


Leu 


Leu 


Leu 


Val 


Ala 


Val 


Leu 


Lvs 


Gly 


1 




5 










10 










15 




Val Gin Cys 


Gin 


Ser 


Val 


Glu 


Glu 


Ser 


Gly 


Gly 


Arq 


Leu 


Val 


Thr 


Pro 




20 










25 










30 






Gly Thr Pro 


Leu 


Thr 


Leu 


Thr 


Cvs 


Thr 


Val 


Ser 


Glv 


Phe 


Ser 


Leu 


Ser 


35 










40 










45 








Ser Tyr Asp 


Met 


Ser 




Val 


Ara 


Gin 


Ala 


Pro 


Glv 


Lys 


Glv 


Leu 


Glu 


50 








55 










60 










Trp lie Gly 


He 


He 


Tyr 


Ala 


Ser 


Gly 


Ser 


Thr 


Tvr 


Tvr 


Ala 


Ser 


TrD 


65 






70 










75 










80 


Ala Lys Gly 


Arg 


Val 


Ala 


He 


Ser 


Lvs 


Thr 


Ser 


Thr 


Thr 


Val 


Asp 


Leu 






85 










90 










95 




Lys lie Thr 


Ser 


Pro 


Thr 


Thr 


Glu 


Asp 


Thr 


Ala 


Thr 


Tvr 


Phe 


Cys 


Ala 




100 










105 










110 






Arg Glu Asp 


Ala Gly Phe 


Ser 


Asn 


Ala 


Leu 


Trp 


Gly 


Pro 


Gly 


Thr 


Leu 


115 










120 










J. £i J 








Val Thr Val 


Ser 


Ser Gly 


Gin 


Drn 
IT ±,\J 




Ala 


C i. \J 


C c> v- 


val 


.true 


XT X. \J 




13 0 








i j j 










1 A 0 
j. *± \J 










Ala Pro Cys 


Cys 


Gly Asp 


Thr 


Pro 


Ser 


Ser 














145 






150 






















<210> 55 




























<211> 147 




























<212> PRT 




























<213> Artificial Sequence 




















<220> 




























<223> A synthetic anti-CD83 


light chain 


variable region 






sequence 


























<400> 55 




























Met Asp Met 


Arg 


Ala 


Pro 


Thr 


Gin 


Leu 


Leu 


Gly 


Leu 


Leu 


Leu 


Leu 


Trp 


1 




5 










10 










15 


Leu Pro Gly 


Ala 


Arg 


Cys 


Ala 


Tyr 


Asp 


Met 


Thr 


Gin 


Thr 


Pro 


Ala 


Ser 




20 










25 










30 






Val Glu Val 


Ala 


Val 


Gly 


Gly 


Thr 


Val 


Thr 


He 


Lys 


Cys 


Gin 


Ala 


Ser 


35 










40 










45 








Gin Ser lie 


Ser 


Thr 


Tyr 


Leu 


Asp 


Trp 


Tyr 


Gin 


Gin 


Lys 


Pro 


Gly Gin 


50 








55 










60 










Pro Pro Lys 


Leu 


Leu 


He 


Tyr 


Asp 


Ala 


Ser 


Asp 


Leu 


Ala 


Ser 


Gly Val 


65 






70 










75 










80 


Pro Ser Arg 


Phe 


Lys 


Gly 


Ser 


Gly 


Ser 


Gly 


Thr 


Gin 


Phe 


Thr 


Leu 


Thr 






85 










90 










95 




lie Ser Asp 


Leu 


Glu 


Cys 


Ala 


Asp 


Ala 


Ala 


Thr 


Tyr 


Tyr 


Cys 


Gin 


Gin 




100 










105 










110 






Gly Tyr Thr 


His 


Ser 


Asn 


Val 


Asp 


Asn 


Val 


Phe 


Gly 


Gly 


Gly 


Thr 


Glu 


115 










120 










125 








Val Val Val 


Lys 


Gly 


Asp 


Pro 


Val 


Ala 


Pro 


Thr 


Val 


Leu 


Leu 


Phe 


Pro 


130 








135 










140 










Pro Ser Ser 




























145 




























<210> 56 




























<211> 147 




























<212> PRT 




























<213> Artificial 


. Sequence 




















<220> 




























<223> A synthetic anti-CD83 


light chain 


variable 


! region 







sequence 



22 



<400> 56 


























Met Asp 


Met 


Arg 


Ala 


Pro 


Thr 


Gin 


T.pn 
UC Li. 


ucu 


w J. y 


JJC Ll 


UC Ll 


uc u 


JJC Ll lip 


1 






5 










10 










15 


Leu Pro 


Gly 


Ala 




Cys 


Ala 


xyi. 


Asp 


1 lv? L- 


J. iix. 


vJ -L 11 


T 1 Vi v- 

■1 11 J. 


ri u 


/-ij.d oci 






20 










25 














Val Glu 


Val 


Ala 


Val 


Gly 


Gly 


Thr 


Val 


Ala 


Tip 

-L JL C 


j-iy o 


*—y o 


m n 

L7J.11 


Ala Qpy- 




35 










40 










45 






Gin Ser 


Val 


Ser 


Ser 


2 


Leu 


Ala 


Trn 
1 i-p 


lyx 




m n 

OJ.11 


uy o 


XT 1. L> 


f?lv riln 


50 










55 










60 








Pro Pro 


Lys 


Pro 


Leu 


He 


Tvr 


uiU 






1*1 c u 


J-JC Ll 




-H.J.O. 


uly val 


65 








70 










75 










Ser Ser 


Arg 


Phe 


Lys 


Gly 


Ser 


Gly 


Ser 


Gly 


Thr 


Asp 


Phe 


Thr 


Leu Thr 








85 










90 










95 


He Ser 


Asp 


Leu 


Glu 


Cvs 


ASD 


Asd 


Ala 


Ala 


Thr 


Tvr 


Tvr 
y 


Cys 


Gin Gin 






100 










105 










110 




Gly Tyr 


Ser 


He 


Ser 


Asp 


He 


Asp 


Asn 


Ala 


Phe 


Gly 


Gly 


Gly 


Thr Glu 




115 










120 










125 






Val Val 


Val 


Lys 


Gly 


Asp 


Pro 


Val 


Ala 


Pro 


Thr 


Val 


Leu 


Leu 


Phe Pro 



130 135 140 

Pro Ser Ser 
145 



<210> 57 
<211> 150 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic anti-CD83 light chain variable region 
sequence 

<400> 57 



Met 


Asp 


Met Arg Ala 


Pro 


Thr 


Gin 


Leu 


Leu 


Gly 


Leu 


Leu 


Leu 


Leu Trp 


1 




5 










10 










15 


Leu 


Pro Gly Ala Arg 


Cys 


Ala 


Asp 


Val 


Val 


Met 


Thr 


Gin 


Thr 


Pro Ala 






20 








25 










30 




Ser 


Val 


Ser Ala Ala 


Val 


Gly 


Gly 


Thr 


Val 


Thr 


He 


Asn 


Cys 


Gin Ala 






35 






40 










45 




Ser 


Glu 


Ser He Ser 


Asn 


Tyr 


Leu 


Ser 


Trp 


Tyr 


Gin 


Gin 


Lys 


Pro Gly 




50 






55 










60 






Gin 


Pro 


Pro Lys Leu 


Leu 


He 


Tyr 


Arg 


Thr 


Ser 


Thr 


Leu 


Ala 


Ser Gly 


65 






70 










75 








80 


Val 


Ser 


Ser Arg Phe 


Lys 


Gly 


Ser 


Gly 


Ser 


Gly 


Thr 


Glu 


Tyr 


Thr Leu 






85 










90 








95 


Thr 


He 


Ser Gly Val 


Gin 


Cys 


Asp 


Asp 


Val 


Ala 


Thr 


Tyr 


Tyr 


Cys Gin 






100 








105 










110 


Cys 


Thr 


Ser Gly Gly 


Lys 


Phe 


He 


Ser 


Asp 


Gly 


Ala 


Ala 


Phe 


Gly Gly 






115 






120 










125 




Gly Thr Glu Val Val 


Val 


Lys 


Gly 


Asp 


Pro 


Val 


Ala 


Pro 


Thr 


Val Leu 




130 






135 










140 








Leu 


Phe 


Pro Pro Ser 


Ser 





















145 150 

<210> 58 
<211> 236 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic M83 020B08L light chain sequence 



23 



<400> 58 




Met 


Asp 


Met 


Arg 


1 








Leu 


Pro 


Gly 


Ala 








20 


Val 


Glu 


Val 


Ala 






35 




Gin 


Ser 


He 


Ser 




50 






Pro 


Pro 


Lys 


Leu 


65 








Pro 


Ser 


Ara 


Phe 


He 


Ser 


Asp 










100 


Gly Tyr 


Thr 


His 






115 




Val 


Val 


Val 


Lys 




130 






Pro 


Ser 


Ser 


Asp 


145 








Ala 


Asn 


Lys 


Tvr 


Thr 


Thr 


Gin 


Thr 








-LOW 


Ala Asp 


Cys 


Thr 






195 




Gin 


Tyr 


Asn 


Ser 




210 






Thr 


Ser 


Val 


Val 



Ala Pro 


Thr 


Gin 


5 






Arg Cys 


Ala 


Tyr 


Val Gly 


Gly 


Thr 






40 


Thr Tyr 


Leu 


Asp 




55 




Leu He 


Tyr 


Asp 


70 






Lys Gly 


Ser 


Gly 


85 






Glu Cvs 


Ala 


Asp 


Ser Asn 


Val 


Asp 






120 


Gly Asp 


Pro 


Val 




135 




Glu Val 


Ala 


Thr 


150 






Phe Pro 


Asp 


Val 


165 






Thr Gly 


He 


Glu 


Tyr Asn 


Leu 


Ser 






200 


His Lys 


Glu 


Tyr 




215 




Gin Ser 


Phe 


Ser 


230 







Leu Leu Gly Leu 
10 

Asp Met Thr Gin 
25 

Val Thr He Lys 

Trp Tyr Gin Gin 
60 

Ala Ser Asp Leu 
75 

Ser Gly Thr Gin 
90 

Ala Ala Thr Tyr 
105 

Asn Val Phe Gly 

Ala Pro Thr Val 
140 

Gly Thr Val Thr 
155 

Thr Val Thr Trp 
170 

Asn Ser Lys Thr 
185 

Ser Thr Leu Thr 

Thr Cys Lys Val 
220 

Arg Lys Asn Cys 
235 



Leu Leu Leu Trp 
15 

Thr Pro Ala Ser 
30 

Cys Gin Ala Ser 
45 

Lys Pro Gly Gin 

Ala Ser Gly Val 
80 

Phe Thr Leu Thr 
95 

Tyr Cys Gin Gin 
110 

Gly Gly Thr Glu 
125 

Leu Leu Phe Pro 

He Val Cys Val 
160 

Glu Val Asp Gly 
175 

Pro Gin Asn Ser 
190 

Leu Thr Ser Thr 
205 

Thr Gin Gly Thr 



<210> 59 

<211> 711 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> A synthetic M83 020B08L anti-CD83 light chain sequence 



<400> 59 

atggacatga 

agatgtgcct 

gtcaccatca 

aaaccagggc 

ccatcgcggt 

gagtgtgccg 

aatgttttcg 

ctcctcttcc 

gcgaataaat 

actggcatcg 

agcactctga 

acccagggca 



gggcccccac 
atgatatgac 
agtgccaggc 
agcctcccaa 
tcaaaggcag 
atgctgccac 
gcggagggac 
caccatctag 
actttcccga 
agaacagtaa 
cactgaccag 
cgacctcagt 



tcagctgctg 
ccagactcca 
cagtcagagc 
gctcctgatc 
tggatctggg 
ttactactgt 
cgaggtggtg 
cgatgaggtg 
tgtcaccgtc 
aacaccgcag 
cacacagtac 
cgtccagagc 



gggctcctgc 
gcctctgtgg 
attagtacct 
tatgatgcat 
acacagttca 
caacagggtt 
gtcaaaggtg 
gcaactggaa 
acctgggagg 
aattctgcag 
aacagccaca 
ttcagtagga 



tgctctggct 
aggtagctgt 
acttagactg 
ccgatctggc 
ctctcaccat 
atacacatag 
atccagttgc 
cagtcaccat 
tggatggcac 
attgtaccta 
aagagtacac 
agaactgtta 



cccaggtgcc 
gggaggcaca 
gtatcagcag 
atctggggtc 
cagcgacctg 
taatgttgat 
acctactgtc 
cgtgtgtgtg 
cacccaaaca 
caacctcagc 
ctgcaaggtg 



<210> 60 

<211> 456 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic M83 020B08H heavy chain sequence 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
711 



24 



<400> 60 



Met 


Glu 


Thr 


Gly 


Leu 


Arq 


Trp 


Leu 


Leu 


Leu 


Val 


Ala 


Val 


Leu 


Lvs 


Gly 


1 








5 










10 










15 




Val 


Gin 


Cys 


Gin 


Ser 


Val 


Glu 


Glu 


Ser 


Gly 


Gly 


Arg Leu 


Val 


Thr 


Pro 








20 










25 










30 






Gly Thr 


Pro 


Leu 


Thr 


Leu 


Thr 


Cys 


Thr 


Val 


Ser 


Gly Phe 


Ser 


Leu 


Ser 






35 










40 










45 








Ser 


Tvr 


Asp 


Met 


Thr 


Trp 


Val 


Arg 


Gin 


Ala 


Pro 


Gly Lys 


Gly 


Leu 


Glu 




50 










55 










60 










AJ -r 


lie 


Gly 


lie 


He 


Tyr 


Ala 


Ser 


Gly 


Thr 


Thr 


Tyr 


Tyr 


Ala 


Asn 


Trp 


65 










70 










75 










80 


Ala 


Lys 


Gly 


Arg 


Phe 
85 


Thr 


He 


Ser 


Lys 


Thr 
90 


Ser 


Thr 


Thr 


Val 


Asp 
95 


Leu 


Lys 


Val 


Thr 


Ser 
100 


Pro 


Thr 


He 


Gly 

JL 


Asp 
105 


Thr 


Ala 


Thr 


Tyr 


Phe 
110 


Cys 


Ala 


Arg 


Glu 


Gly 


Ala 


Gly 


Val 


Ser 


Met 


Thr 


Leu 


Trp 


Gly Pro 


Gly 


Thr 


Leu 






115 










12 0 










125 








Val 


Thr 
130 


Val 


Ser 


Ser 


Glv 


Gin 
j — j — ) 


Pro 


Lys 


Ala 


Pro 


Ser 
i a n 


vax 


Phe 


Pro 


Leu 


Ala 


Pro 


Cys 


Cys 


Glv 


Asp 


Thr 


Pro 


Ser 


Ser 


Thr 


Vci-L 


i iir 


Leu 




Cys 


145 










150 










155 










i fin 

lOU 


Leu 


Val 


Lys 


Gly 


Tyr 
165 


Leu 


Pro 


Glu 


Pro 


Val 
170 


Thr 


vdi 


X 11x7 


Trp 


Asn 

1 7 R 


Ser 


Gly Thr 


Leu 


Thr 


Asn 


Gly 


Val 


Arq 


Thr 


Phe 


Pro 




V d J. 




Gin 


Ser 








180 










185 










190 






Ser Gly 


Leu 


Tyr 


Ser 


Leu 


Ser 


Ser 


Val 


Val 


Ser 


v d-L 


TV* 
111 IT 


Ser 


Ser 


Ser 






195 










200 










205 








Gin 


Pro 
210 


Val 


Thr 


Cys 


Asn 


Val 
215 


Ala 


His 


Pro 


Ala 


Thr 
220 


Asn 


Thr 


Lys 


Val 


Asp 


Lys 


Thr 


Val 


Ala 


Pro 


Ser 


Thr 


Cys 


Ser 


Lys 


Pro 


Thr 


Cys 


Pro 


Pro 


225 










230 




















At *± U 


Pro 


Glu 


Leu 


Leu 


Gly 
245 


Gly 


Pro 


Ser 


Val 


Phe 

PRO 


He 


Phe 


Pro 


Pro 


Lys 

Z D D 


Pro 


Lys 


Asp 


Thr 


Leu 
260 


Met 


He 


Ser 


Arg 


Thr 
265 


Pro 


Glu 


Val 


Thr 


Cys 
270 


Val 


Val 


Val 


Asp 


Val 
275 


Ser 


Gin 


Asp 


Asp 


Pro 
280 


Glu 


Val 


Gin 


Phe 


Thr 
285 


Trp 


Tyr 


He 


Asn 


Asn 
290 


Glu 


Gin 


Val 


Arg 


Thr 
295 


Ala 


Arg 


Pro 


Pro 


Leu 
300 


Arg 


Glu 


Gin 


Gin 


Phe 


Asn 


Ser 


Thr 


He 


Arg 


Val 


Val 


Ser 


Thr 


Leu 


Pro 


He 


Ala 


His 


Gin 


305 










310 










~j j — t 










J \J 


Asp 


Trp 


Leu 


Arg 


Gly 
325 


Lvs 


Glu 


Phe 


Lys 


Cys 
j ^ \j 


Lys 


Val 


His 


Asn 


Lys 
^ 

j j o 


Ala 


Leu 


Pro 


Ala 


Pro 
340 


He 


Glu 


Lys 


Thr 


He 
345 


Ser 


Lys 


Ala 


Arg 


Glv 


Gin 


Pro 


Leu 


Glu 


Pro 
355 


Lys 


Val 


Tyr 


Thr 


Met 
360 


Gly 


Pro 


Pro 


Arg 


Glu 
365 


Glu 


Leu 


Ser 


Ser Arg 


Ser 


Val 


Ser 


Leu 


Thr 


Cys 


Met 


He 


Asn 


Gly Phe 


Tvr 


Pro 


Ser 




370 










3 75 










380 










Asp 


lie 


Ser 


Val 


Glu 


Tro 


Glu 


Lys 


Asn 


Glv 


Lys 


Ala 


Glu 




noil 


Tyr 


385 










390 










1 9R 










Ann 
f± u u 


Lys 


Thr 


Thr 


Pro 


Ala 

4 OR 


Val 


Leu 


Asp 


Ser 


Asp 

A 1 C\ 


Gly 


Ser 


Tyr 


Phe 


Leu 

4 ID 


Tyr 


Asn 


Lys 


Leu 


Ser 


Val 


Pro 


Thr 


Ser 


Glu 


Trp 


Gin 


Arg Gly 


Asp 


Val 


Phe 








420 










425 










430 






Thr 


Cys 


Ser 


Val 


Met 


His 


Glu 


Ala 


Leu 


His 


Asn 


His 


Tyr 


Thr 


Gin 


Lys 






435 










440 










445 






Ser 


lie 
450 


Ser 


Arg 


Ser 


Pro 


Gly 
455 


Lys 



















25 



<210> 61 
<211> 1368 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> A synthetic M83 020B08H anti-CD83 heavy chain 
sequence 



<400> 61 

atggagacag 

tcggtggagg 

acagtctctg 

aaggggctgg 

gcgaaaggcc 

ccgacaatcg 

accttgtggg 

gtcttcccac 

ctggtcaaag 

aatggggtac 

gtggtgagcg 

aacaccaaag 

cctgaactcc 

atgatctcac 

gaggtgcagt 

cgggagcagc 

gactggctga 

atcgagaaaa 

ggccctcccc 

ttctaccctt 

aagaccacgc 

gtgcccacga 

ttgcacaacc 



gcctgcgctg 
agtccggggg 
gattctccct 
aatggatcgg 
gattcaccat 
gggacacggc 
gcccaggcac 
tggccccctg 
gctacctccc 
gcaccttccc 
tgacctcaag 
tggacaagac 

tggggggacc 
gcacccccga 
tcacatggta 
agttcaacag 
ggggcaagga 
ccatctccaa 
gggaggagct 
ccgacatctc 
cggccgtgct 
gtgagtggca 
actacacgca 



gcttctcctg 
tcgcctggtc 
cagcagctac 
aatcatttat 
ctccaaaacc 
cacctatttc 
cctggtcacc 
ctgcggggac 
ggagccagtg 
gtccgtccgg 
cagccagccc 
cgttgcgccc 
gtctgtcttc 
ggtcacatgc 
cataaacaac 
cacgatccgc 
gttcaagtgc 
agccagaggg 
gagcagcagg 
ggtggagtgg 
ggacagcgac 
gcggggcgac 
gaagtccatc 



gtcgctgtgc 
acgcctggga 
gacatgacct 
gctagtggta 
tcgaccacgg 
tgtgccagag 
gtctcctcag 
acaccctcta 
accgtgacct 
cagtcctcag 
gtcacctgca 
tcgacatgca 
atcttccccc 
gtggtggtgg 
gagcaggtgc 
gtggtcagca 
aaagtccaca 
cagcccctgg 
tcggtcagcc 
gagaagaacg 
ggctcctact 
gtcttcacct 
tcccgctctc 



tcaaaggtgt 
cacccctgac 
gggtccgcca 
ccacatacta 
tggatctgaa 
agggggctgg 
ggcaacctaa 
gcacggtgac 
ggaactcggg 
gcctctactc 
acgtggccca 
gcaagcccac 
caaaacccaa 
acgtgagcca 
gcaccgcccg 
ccctccccat 
acaaggcact 
agccgaaggt 
tgacctgcat 
ggaaggcaga 
tcctctacaa 
gctccgtgat 
cgggtaaa 



ccagtgtcag 
actcacctgc 
ggctccaggg 
cgcgaactgg 
agtcaccagt 
tgttagtatg 
ggctccatca 
cttgggctgc 
caccctcacc 
gctgagcagc 
cccagccacc 
gtgcccaccc 
ggacaccctc 
ggatgacccc 
gccgccgcta 
cgcgcaccag 
cccggccccc 
ctacaccatg 
gatcaacggc 
ggacaactac 
caagctctca 
gcacgaggcc 



<2'10> 62 
<211> 236 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic M83 006G05L light chain sequence 
<400> 62 

Met Asp Met Arg Ala Pro Thr Gin Leu Leu Gly Leu Leu 

15 10 
Leu Pro Gly Ala Arg Cys Ala Tyr Asp Met Thr Gin Thr 

20 25 
Val Glu Val Ala Val Gly Gly Thr Val Ala He Lys Cys 

35 40 45 

Gin Ser Val Ser Ser Tyr Leu Ala Trp Tyr Gin Gin Lys 

50 55 60 

Pro Pro Lys Pro Leu He Tyr Glu Ala Ser Met Leu Ala 
65 70 75 

Ser Ser Arg Phe Lys Gly Ser Gly Ser Gly Thr Asp Phe 

85 ~ 90 

He Ser Asp Leu Glu Cys Asp Asp Ala Ala Thr Tyr Tyr 

100 105 
Gly Tyr Ser He Ser Asp He Asp Asn Ala Phe Gly Gly 
115 120 125 

Val Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Leu 
130 135 140 



Leu Leu Trp 
15 

Pro Ala Ser 
30 

Gin Ala Ser 

Pro Gly Gin 

Ala Gly Val 
80 

Thr Leu Thr 
95 

Cys Gin Gin 
110 

Gly Thr Glu 
Leu Phe Pro 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1368 



26 



Pro 


Ser Ser Asp Glu 


Val 


Ala 


Thr Gly Thr Val 


Thr 


lie 


Val 


Cys Val 


145 








150 






-L «J «J 








160 


Ala 


Asn Lys 


Tvr 


Phe 


Pro 


Asp 


Val Thr Val 


Thr 




Glu 


Val 


Aqn Gl v 








165 






170 










175 


Thr 


Thr Gin 


Thr 


Thr 


Glv 


lie 


Glu Asn Ser 


Lys 


Thr 


Pro 


Gin 


Asn Ser 

"Oil U J- 






180 








185 








190 




Ala 


Asp Cys 


Thr 


Tyr 


Asn 


Leu 


Ser Ser Thr 


Leu 


Thr 


Leu 


Thr 


Ser Thr 




195 










200 






205 






Gin 


Tyr Asn 


Ser 


His 


Lys 


Glu 


Tyr Thr Cys 


Lys 


Val 


Thr 


Gin 


Gly Thr 




210 








215 






220 








Thr 


Ser Val 


Val 


Gin 


Ser 


Phe 


Ser Arg Lys 


Asn 


Cys 









225 230 235 



<210> 63 

<211> 711 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic M83 006G05L anti-CD83 light chain 
sequence 



<400> 63 

atggacatga 

agatgtgcct 

gtcgccatca 

aaaccagggc 

tcatcgcggt 

gagtgtgacg 

aatgctttcg 

ctcctcttcc 

gcgaataaat 

actggcatcg 

agcactctga 

acccagggca 



gggcccccac 
atgatatgac 
agtgccaggc 
agcctcccaa 
tcaaaggcag 
atgctgccac 
gcggagggac 
caccatctag 
actttcccga 
agaacagtaa 
cactgaccag 
cgacctcagt 



tcaactgctg 
ccagactcca 
cagtcagagc 
gcccctgatc 
tggatctggg 
ttactattgt 
cgaggtggtg 
cgatgaggtg 
tgtcaccgtc 
aacaccgcag 
cacacagtac 
cgtccagagc 



gggctcctgc 
gcctctgtgg 
gttagtagtt 
tacgaagcat 
acagacttca 
caacagggtt 
gtcaaaggtg 
gcaactggaa 
acctgggagg 
aattctgcag 
aacagccaca 
ttcagtagga 



tgctctggct 
aggtagctgt 
acttagcctg 
ccatgctggc 
ctctcaccat 
attctatcag 
atccagttgc 
cagtcaccat 
tggatggcac 
attgtaccta 
aagagtacac 
agaactgtta 



cccaggtgcc 
gggaggcaca 
gtatcagcag 
ggctggggtc 
cagcgacctg 
tgatattgat 
acctactgtc 

cgtgtgtgtg 

cacccaaaca 
caacctcagc 
ctgcaaggtg 
a 



<210> 64 

<211> 459 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic M83 006G05L heavy chain sequence 

<400> 64 



Met Glu 


Thr 


Gly 


Leu 


Arg 


Trp 


Leu 


Leu 


Leu 


Val 


Ala 


Val 


Leu 


Lys 


Gly 


1 






5 










10 










15 


Val Gin 


Cys 


Gin 
20 


Ser 


Val 


Glu 


Glu 


Ser 
25 


Gly 


Gly 


Arg 


Leu 


Val 
30 


Ser 


Pro 


Gly Thr 


Pro 
35 


Leu 


Thr 


Leu 


Thr 


Cys 
40 


Thr 


Ala 


Ser 


Gly 


Phe 
45 


Ser 


Leu 


Ser 


Ser Tyr 


Asp 


Met 


Ser 


Trp 


Val 


Arg 


Gin 


Ala 


Pro 


Gly 


Lys 


Gly 


Leu 


Glu 


50 










55 










60 






Tyr He 


Gly 


He 


He 


Ser 


Ser 


Ser 


Gly 


Ser 


Thr 


Tyr 


Tyr 


Ala 


Ser 


Trp 


65 








70 










75 










80 


Ala Lys 


Gly 


Arg 


Phe 
85 


Thr 


He 


Ser 


Lys 


Thr 
90 


Ser 


Thr 


Thr 


Val 


Asp 
95 


Leu 


Glu Val 


Thr 


Ser 


Leu 


Thr 


Thr 


Glu 


Asp 


Thr 


Ala 


Thr 


Tyr 


Phe 


Cys 


Ser 






100 










105 










110 




Arg Glu 


His 
115 


Ala 


Gly 


Tyr 


Ser 


Gly 
120 


Asp 


Thr 


Gly 


His 


Leu 
125 


Trp 


Gly 


Pro 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
711 



27 



Gly Thr Leu Val Thr Val Ser Ser Gly Gin Pro Lys Ala Pro Ser Val 
130 135 140 



Phe 


Pro 


Leu 


Ala 


Pro 


Cys 


Cys 


Glv 


Asp 


Thr 


Pro 


Ser 


Ser 


Thr 


Val 


Thr 


145 










150 










155 










160 


Leu Gly 


Cys 


Leu 


Val 


LVS 


Gly 


Tvr 


Leu 


Pro 


Glu 


Pro 


Val 


Thr 


Val 


Thr 










165 










170 










175 




xxp 


A qn 


Ser Gly Thr 


Leu 


Thr 


Asn 


Glv 


Val 


Arg 


Thr 


Phe 


Pro 


Ser 


Val 








180 










185 










190 








UJ.il 


DCI 


Ser Gly 


Leu 


Tvr 


Ser 


Leu 


Ser 


Ser 


Val 


Val 


Ser 


Val 


Thr 






J- ZJ J 










200 










£* \J -J 








Opv- 


O CI 


OCX 


m n 

VJJXii 


Pt*o 
riu 


Val 


Thr 


Cys 


Asn 


Val 


Ala 


His 


Pro 


Ala 


Thr 


Asn 




2 10 










215 










99 0 










Thr 


Lys 


Val 




xjy o 


Thr 


Val 


Ala 


Pro 


Ser 


Thr 


Cys 


Ser 


Lys 


Pro 


Thr 


225 










230 










9 1 5 
^ j j 










94 0 


Cys 


Pro 


Drn 

XT J_ W 


Pro 


wX Li. 


Leu 


Leu 


Glv 


Glv 


Pro 


Ser 


Val 


Phe 


Tie 


c 11C 


ir X 










245 










250 










9 55 




Pro 


Lys 




Lys 


Asp 


Thr 


Leu 


Met 


He 


Ser 


Arg 


Thr 


Pro 


Glu 


Val 


Thr 








260 










265 










970 






Cys 


Val 


Val 

Val 


Val 


Asp 


Val 


Ser 


Gin 


Asd 


Asp 


Pro 


Glu 


Val 


Gin 


Phe 


Thr 






275 










280 










9 R 5 








Trp 


Tyr 


lie 


Asn 


Asn 


Glu 


Gin 


Val 


Arg 


Thr 


Ala 


Arg 


Pro 


Pro 


Leu 


Arg 




290 










295 










3 00 










Glu 


Gin 


Gin 


Phe 


Asn 


Ser 


Thr 


He 




Val 


Val 


Ser 


Thr 


Leu 


Pro 


Tie 


305 










310 










j j. j 










19 0 


Ala 


His 


Gin 


Asp 


Trp 


Leu 


Arc 


Glv 


Lys 


Glu 


Phe 


Lys 


Cys 


Lys 


Val 


Hi c; 










325 










■J O \J 










115 
J j j 




Asn 


Lys 


Ala 


Leu 


Pro 


Ala 


Pro 


He 


Glu 


Lys 


Thr 


He 


Ser 


Lys 


Ala 










340 




















150 






Gly Gin 


Pro 


Leu 


Glu 


Pro 


Lys 


Val 


Tvr 


Thr 


Met 


Glv 


Pro 


Pro 




Glu 






355 










360 










7 £ 5 








Glu 


Leu 


Ser 


Ser Arg 


Ser 


Val 


Ser 


Leu 


Thr 


Cys 


Met 


He 


A QTI 
noil 




Phe 




370 










375 










J o u 








Tyr 


Pro 


Ser 


Asp 


lie 


Ser 


Val 


Glu 




Glu 


Lys 


Asn 


Gly 




Al a 


m n 


385 










3 90 




















Ann 


Asp 


Asn 


Tyr 


Lys 


Thr 


Thr 


Pro 


Ala 


Val 


Leu 


Asp 


Ser 


Asp 


Gly 


Ser 


Tyr 










405 










410 










415 




Phe 


Leu 


Tyr Asn 


Lys 


Leu 


Ser 


Val 


Pro 


Thr 


Ser 


Glu 


Trp 


Gin 


Arg 


Gly 








420 










425 










430 




Asp 


Val 


Phe 


Thr 


Cys 


Ser 


Val 


Met 


His 


Glu 


Ala 


Leu 


His 


Asn 


His 


Tyr 






435 










440 










445 






Thr 


Gin 


Lys 


Ser 


He 


Ser 


Arg 


Ser 


Pro 


Gly 


Lys 














450 










455 



















<210> 65 
<211> 1377 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic M83 006G05L anti-CD83 heavy chain 
sequence 



<400> 65 

atggagacag 

tcggtggagg 

acagcctctg 

aaggggctgg 

gegaaaggee 

ctgacaaccg 

gataegggtc 



gcctgcgctg 
agtccggggg 
gattctccct 
aatacategg 
gattcaccat 
aggacaegge 
acttgtgggg 



gcttctcctg 
tcgcctggtc 
cagtagctac 
aatcattagt 
ctccaaaacc 
cacctatttc 
cccaggcacc 



gtcgctgtgc 
tcgcctggga 
gacatgagct 
agtagtggta 
tcgaccacgg 
tgtagtagag 
ctggtcaccg 



tcaaaggtgt 
cacccctgac 
gggtccgcca 
gcacatacta 
tggatctgga 
aacatgetgg 
tctcctcggg 



ccagtgtcag 
actcacctgc 
ggctccaggg 
cgcgagctgg 
agtgaccagt 
ttatagtggt 
gcaacctaag 



60 
120 
180 
240 
300 
360 
420 



28 



gctccatcag 
ttgggctgcc 
accctcacca 
ctgagcagcg 
ccagccacca 
tgcccacccc 
gacaccctca 
gatgaccccg 
ccgccgctac 
gcgcaccagg 
ccggccccca 
tacaccatgg 
atcaacggct 
gacaactaca 
aagctctcag 
cacgaggcct 



tcttcccact 
tggtcaaagg 
atggggtacg 
tggtgagcgt 
acaccaaagt 
ctgaactcct 
tgatctcacg 
aggtgcagtt 
gggagcagca 
actggctgag 
tcgagaaaac 
gccctccccg 
tctacccttc 
agaccacgcc 
tgcccacgag 
tgcacaacca 



ggccccctgc 
ctacctcccg 
caccttcccg 
gacctcaagc 
ggacaagacc 

ggggggaccg 

cacccccgag 
cacatggtac 
gttcaacagc 
gggcaaggag 
catctccaaa 
ggaggagctg 
cgacatctcg 
ggccgtgctg 
tgagtggcag 
ctacacgcag 



tgcggggaca 
gagccagtga 
tccgtccggc 
agccagcccg 
gttgcgccct 
tctgtcttca 
gtcacatgcg 
ataaacaacg 
acgatccgcg 
ttcaagtgca 
gccagagggc 
agcagcaggt 
gtggagtggg 
gacagcgacg 
cggggcgacg 
aagtccatct 



caccctctag 
ccgtgacctg 
agtcctcagg 
tcacctgcaa 
cgacatgcag 
tcttcccccc 
tggtggtgga 
agcaggtgcg 
tggtcagcac 
aagtccacaa 
agcccctgga 
cggtcagcct 
agaagaacgg 
gctcctactt 
tcttcacctg 
cccgctctcc 



cacggtgacc 
gaactcgggc 
cctctactcg 
cgtggcccac 
caagcccacg 
aaaacccaag 
cgtgagccag 
caccgcccgg 
cctccccatc 
caaggcactc 
gccgaaggtc 
gacctgcatg 
gaaggcagag 
cctctacaac 
ctccgtgatg 
gggtaaa 



<210> 66 
<211> 150 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic anti-CD83 heavy chain variable region 
sequence 



480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1377 



<400> 66 




























Met Glu 


Thr 


Gly Leu Arg 


Trp 


Leu 


Leu 


Leu 


Val 


Ala 


Val 


Leu 


Lys 


Gly 


1 






5 










10 










15 


Val Gin 


Cys 


Gin 


Ser 


Val 


Glu 


Glu 


Ser 


Gly 


Gly 


Arg 


Leu 


Val 


Thr 


Pro 






20 










25 










30 






Gly Thr 


Pro 


Leu 


Thr 


Leu 


Thr 


Cys 


Thr 


Val 


Ser 


Gly 


Phe 


Thr 


He 


Ser 




35 










40 










45 








Asp Tyr 


Asp 


Leu 


Ser 


Trp 


Val 


Arg 


Gin 


Ala 


Pro 


Gly 


Glu 


Gly Leu 


Lys 


50 










55 










60 








Tyr lie 


Gly 


Phe 


He 


Ala 


He 


Asp 


Gly 


Asn 


Pro 


Tyr 


Tyr 


Ala 


Thr 


Trp 


65 








70 










75 










80 


Ala Lys 


Gly 


Arg 


Phe 


Thr 


He 


Ser 


Lys 


Thr 


Ser 


Thr 


Thr 


Val 


Asp 


Leu 








85 










90 










95 




Lys lie 


Thr 


Ala 


Pro 


Thr 


Thr 


Glu 


Asp 


Thr 


Ala 


Thr 


Tyr 


Phe 


Cys 


Ala 






100 










105 










110 




Arg Gly 


Ala 


Gly Asp Leu 


Trp 


Gly 


Pro 


Gly 


Thr 


Leu 


Val 


Thr 


Val 


Ser 




115 










120 










125 








Ser Gly 


Gin 


Pro 


Lys 


Ala 


Pro 


Ser 


Val 


Phe 


Pro 


Leu 


Ala 


Pro 


Cys 


Cys 


130 










135 










140 






Gly Asp 


Thr 


Pro 


Ser 


Ser 






















145 








150 























<210> 67 
<211> 152 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic anti-CD83 heavy chain variable region 
sequence 

<400> 67 

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly 

1 5 10 15 

Val His Cys Gin Ser Val Glu Glu Ser Gly Gly Arg Leu Val Thr Pro 
20 25 30 



29 



Glv 


Thr 


Pro Leu Thr 


Leu 


Thr 


Cys 


Thr 


Ala 


Ser 


Glv 


Phe 


Ser Ara Ser 






35 






40 










45 




Ser 


Tvr 


Asp Met Ser 


TrD 


Val 


Arg 


Gin 


Ala 


Pro 


Glv 


Lvs 


Gly Leu Glu 




50 






55 










60 






Trp 


Val 


Gly Val lie 


Ser 


Thr 


Ala 


Tvr 


Asn 


Ser 


His 


Tvr 


Ala Ser Trp 


65 






70 










75 






80 


Ala 


Lvs 

2 


Gly Arg Phe 


Thr 


He 


Ser 


Arq 


Thr 


Ser 


Thr 


Thr 


Val Asp Leu 






85 










90 








95 


Lvs 


Met 


Thr Ser Leu 


Thr 


Thr 


Glu 


Asp 


Thr 


Ala 


Thr 


Tvr 


Php Pvct Ala 






100 








105 










110 




Glv 


Glv Spy* Tm 


Leu 


Asp 


Leu 




Gly Gin 






T.*an Val Thr 
ucu vai Liii. 






115 






120 










125 




Val 


Ser 


Ser Gly Gin 


Pro 


Lys 


Ala 


Pro 


Ser 


Val 


Phe 


Pro 


Leu Ala Pro 




130 






135 










14 0 






Cys 


Cys 


Gly Asp Thr 


Pro 


Ser 


Ser 














145 






150 



















<210> 68 
<211> 149 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic anti-CD83 light chain variable region 
sequence 

<400> 68 



Met 


Asp 


Thr 


Arg Ala 


Pro 


Thr 


Gin 


Leu 


Leu Gly 


Leu 


Leu 


Leu 


Leu 


Trp 


1 








5 










10 








15 


Leu 


Pro 


Gly 


Ala 


Arg 


Cys 


Ala 


Asp 


Val 


Val Met 


Thr 


Gin 


Thr 


Pro 


Ala 








20 










25 








30 






Ser 


Val 


Ser 


Ala 


Ala 


Val 


Gly 


Gly 


Thr 


Val Thr 


He 


Asn 


Cys 


Gin 


Ser 






35 










40 








45 








Ser 


Lys 


Asn 


Val 


Tyr 


Asn 


Asn 


Asn 


Trp 


Leu Ser 


Trp 


Phe 


Gin 


Gin 


Lys 




50 










55 








60 








Pro Gly 


Gin 


Pro 


Pro 


Lys 


Leu 


Leu 


He 


Tyr Tyr 


Ala 


Ser 


Thr 


Leu 


Ala 


65 










70 








75 










80 


Ser 


Gly 


Val 


Pro 


Ser 


Arg 


Phe 


Arg 


Gly 


Ser Gly 


Ser 


Gly 


Thr 


Gin 


Phe 










85 










90 








95 




Thr 


Leu 


Thr 


He 


Ser 


Asp 


Val 


Gin 


Cys 


Asp Asp 


Ala 


Ala 


Thr 


Tyr 


Tyr 








100 










105 








110 




Cys 


Ala 


Gly 


Asp 


Tyr 


Ser 


Ser 


Ser 


Ser 


Asp Asn 


Gly 


Phe 


Gly Gly Gly 






115 










120 








125 








Thr 


Glu 


Val 


Val 


Val 


Lys 


Gly 


Asp 


Pro 


Val Ala 


Pro 


Thr 


Val 


Leu 


Leu 




130 










135 








140 










Phe 


Pro 


Pro 


Ser 


Ser 























145 

<210> 69 
<211> 149 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> SITE 

<222> (1) . . . (149) 

<223> Xaa = any amino acid 

<220> 

<223> A synthetic anti-CD83 light chain variable region 
sequence 



30 



Mpt" A^n 


Xaa 


ArCf 


Ala 


Pro 


Thr 


Gin 


Leu 


T .pi i 


m v 

oxy 


UC Li 


Leu 


Leu 


Leu 


Tm 
x ip 


T 
X 






D 










1 u 










1 ^ 

X D 




TiOn prn 
LlC U n 1. \J 


oxy 


Al a 

rt.X ct 


7\ TCI 




Al a 


T.on 
J-J C u 


Val 


Mpl- 


X XIX 


m n 


Thr 

X 11X 


ir X W 


Al a 

ril d 


OCX 






9 0 

Z \J 










9 R 
z zj 
















Val Ser 


Ala 


Ala 


Val 


Glv 

vjxy 


Glv 


Thr 


Val 


Thr 


He 


Asn 


Cys 


Gin 


Ser 


Ser 
























*± -> 








Gin Ser 


Val 


Tvr 

xy x 


Asp 


Asn 


Asp 


Glu 


Leu 


Ser 




Tvr 
xy x 


Gin 


Gin 


Lys 


Pro 






















D U 










Gly Gin 


Pro 


Pro 


Lys 


Leu 


Leu 


He 


Tvr 

xy x 


Leu 


Ala 


Ser 


Lys 


Leu 


Ala 


Ser 


D ZJ 


















/ D 










p n 
o u 


Gly Val 


Pro 


Qpr 
OC1 


7\ V-/-T 


Php 


uy jd 


ox y 


Qpy- 
OCI 


oxy 




uiy 


Thr 

X 11X. 




r 11C 


Al ^ 








O D 










on 










Q C 




T qi i r PVi v 

Jjcu inx 


lie 


Ser 


uiy 


Vdl 


oin 


Cys 


Asp 


Asp 


Ala 

Aid 


Ala 

Aid 


Tnr 


Tyr 


Tyr 


Cys 






100 










105 










110 






Gin Ala 


Thr 


His 


Tyr 


Ser 


Ser 


Asp 


Trp 


Tyr 


Leu 


Thr 


Phe 


Gly 


Gly 


Gly 




115 










ion 
1 z u 










IOC 
IZ 3 








Thr Glu 


Val 


vdl 


Vdl 


Lys 


uiy 


Asp 


Pro 


vai 


Aid 


Pro 


Thr 


vai 


Leu 


Leu 


130 










Ijj 










1<± U 










Phe Pro 


Pro 


Ser 


Ser 
























145 






























<210> 70 




























<211> 240 




























<212> PRT 




























<213> Artificial Sequence 




















<220> 






























<223> A 


synthetic 96G08 


light chain 


sequence 










<400> 70 




























Met Asp 


Thr 


Arg 


Ala 


Pro 


Thr 


Gin 


Leu 


Leu 


Gly 


Leu 


T .on 
XJC ll 


T .on 
UC u. 


XjC u, 


irp 


1 






5 










10 










lb 




Leu Pro 


Gly 


Ala 


Thr 


Phe 


Ala 


Gin 


Val 


Leu 


Thr 


Gin 


TVi v 
1 111 


7\ ~| -a 
Hid 


OCX 


Pro 






20 










25 










5 U 






Val Ser 


Ala 


Pro 


Val 


Gly 


Gly 


Thr 


Val 


Thr 


He 


Asn 




ulll 


OCX 


C o >- 
OCX 




35 










40 










4 D 








Gin Ser 


Val 


Tyr 


Asn 


Asn 


Asp 


Phe 


Leu 


Ser 


Trp 


Tyr 




oXil 


Lys 


Pro 


50 










55 










60 










Gly Gin 


Pro 


Pro 


Lys 


Leu 


Leu 


He 


Tyr 


Tyr 


Ala 


Ser 


Thr 

1 ILL 


Leu 


■ttX a. 


Ser 


65 








70 










75 












Gly Val 


Pro 


Ser 


Arg 


Phe 


Lys 


Gly 


Ser 


Gly 


Ser 


Gly 


Thr 
x Ilx 


ulll 


Dho 


Th v* 

inr 








85 










90 














Leu Thr 


He 


Ser 


Asp 


Leu 


Glu 


Cys 


Asp 


Asp 


Ala 


Ala 


Th ~y~ 
xilx 


iyr 


Tyr 


Cys 






100 










105 










11U 






Thr Gly 


Thr 


Tyr 


Gly 


Asn 


Ser 


Ala 


Trp 


Tyr 


Glu 


Asp 


Ala 


Phe 


Gly 


oxy 




115 










120 










IOC 
IZ D 






Gly Thr 


Glu 


Val 


Val 


Val 


Lys 


Arg 


Thr 


Pro 


Val 


Ala 


Jrx vj 


Thr 
1 Ilx 


Vdl 


Leu 


130 










135 










140 










Leu Phe 


Pro 


Pro 


Ser 


Ser 


Ala 


Glu 


Leu 


Ala 


Thr 


Gly 


Th v 

inr 


Aid 


Thr 


lie 


145 








150 










155 








loU 


Val Cys 


Val 


Ala 


Asn 


Lys 


Tyr 


Phe 


Pro 


Asp 


Gly 


Thr 


vai 


Thr 


Trp 


Lys 








165 










170 










175 




Val Asp 


Gly 


He 


Thr 


Gin 


Ser 


Ser 


Gly 


He 


Asn 


Asn 


Ser 


Arg 


inr 


Pro 






180 










185 










iyo 






Gin Asn 


Ser 


Ala 


Asp 


Cys 


Thr 


Tyr 


Asn 


Leu 


Ser 


Ser 


Thr 


Leu 


Thr 


Leu 




195 










200 










205 








Ser Ser 


Asp 


Glu 


Tyr 


Asn 


Ser 


His 


Asp 


Glu 


Tyr 


Thr 


Cys 


Gin 


Val 


Ala 


210 










215 










220 










Gin Asp 


Ser 


Gly 


Ser 


Pro 


Val 


Val 


Gin 


Ser 


Phe 


Ser 


Arg 


Lys 


Ser 


Cys 


225 








230 










235 










240 



31 



<210> 71 

<211> 13 

<212> PRT 

<213> Oryctolagus 



cuniculus 



<400> 71 

Gin Ser Ser Gin Ser Val Tyr Asn Asn Asp Phe Leu Ser 
15 10 



<210> 72 
<211> 7 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 72 

Tyr Ala Ser Thr Leu Ala Ser 
1 5 



<210> 73 

<211> 13 

<212> PRT 

<213> Oryctolagus 



cuniculus 



<400> 73 

Thr Gly Thr Tyr Gly Asn Ser Ala Trp Tyr Glu Asp Ala 
15 10 



<210> 74 
<211> 723 
<212> DNA 
<213> Artificial 



Sequence 



<220> 

<223> A synthetic 96G08 anti-CD83 



light chain sequence 



<400> 74 

atggacacga 

acatttgcgc 

gtcaccatca 

cagcagaaac 

ggggtcccat 

gacctggagt 
tggtacgagg 
cctactgtcc 
gtgtgcgtgg 
acccaaagca 
aacctcagca 
tgccaggtgg 
tag 



gggcccccac 
aagtgctgac 
attgccagtc 
cagggcagcc 
cccggttcaa 
gtgacgatgc 
atgctttcgg 
tcctcttccc 
cgaataaata 
gcggcatcaa 
gtactctgac 
cccaggactc 



tcagctgctg 
ccagactgca 
cagtcagagt 
tcccaaactc 
aggcagtgga 
tgccacttac 
cggagggacc 
accatctagc 
ctttcccgat 
taacagtaga 
actgagcagc 
aggctcaccg 



gggctcctgc 
tcgcccgtgt 
gtttataata 
ctgatctatt 
tctgggacac 
tactgtacag 
gaggtggtgg 
gctgagctgg 
ggcaccgtca 
acaccgcaga 
gacgagtaca 
gtcgtccaga 



tgctctggct 
ctgcacctgt 
acgacttctt 
atgcatccac 
agttcactct 
gcacttatgg 
tcaaacgtac 
caactggaac 
cctggaaggt 
attctgcaga 
acagccacga 
gcttcagtag 



cccaggtgcc 
gggaggcaca 
atcctggtat 
tctggcatct 
caccatcagc 
taatagtgct 
gccagttgca 
agccaccatc 
ggatggcatc 
ttgtacctac 
cgagtacacc 
gaagagctgt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
723 



<210> 75 
<211> 25 
<212> DNA 

<213> Oryctolagus cuniculus 
<400> 75 

cagtccagtc agagtgttta taata 



25 



32 



<210> 76 
<211> 20 
<212> DNA 

<213> Oryctolagus cuniculus 
<400> 76 

atgcatccac tctggcatct 20 

<210> 77 
<211> 25 
<212> DNA 

<213> Oryctolagus cuniculus 
<400> 77 

acaggcactt atggtaatag tgctt 25 

<210> 78 

<211> 456 

<212> PRT 

<213> Artificial Sequence 



<220> 

<223> A synthetic 96G08 heavy chain sequence 



<400> 78 



Met 


Glu 


Thr 


Gly 


Leu 


Arq 


Trp 


Leu 


Leu 


Leu 


Val 


Ala 


Val 


Leu 


Lys 


Gly 


1 








5 










10 










15 




Val 


Gin 


Cys 


Gin 


Ser 


Val 


Glu 


Glu 


Ser Gly 


Glv 


Arg 


Leu 


Val 


Thr 


Pro 








20 










25 










30 






Gly Thr 


Pro 


Leu 


Thr 


Leu 


Thr 


Cys 


Thr 


Val 


Ser 


Gly 


He 


Asp 


Leu 


Ser 






35 










40 










45 








Ser 


Asp 


Gly 


He 


Ser 


Trp 


Val 


Arg 


Gin 


Ala 


Pro 


Gly Lys 


Gly Leu Glu 




50 










55 










60 










Trp 


He 


Gly 


He 


He 


Ser 


Ser 


Gly 


Gly Asn 


Thr 


Tyr 


Tyr 


Ala 


Ser 


Trp 


65 










70 










75 










80 


Ala 


Lys 


Gly 


Arg 


Phe 


Thr 


He 


Ser 


Arg 


Thr 


Ser 


Thr 


Thr 


Val 


Asp 


Leu 










85 










90 










95 




Lys 


Met 


Thr 


Ser 


Leu 


Thr 


Thr 


Glu 


Asp 


Thr 


Ala 


Thr 


Tyr 


Phe 


Cys 


Ala 








100 










105 










110 




Arg Val 


Val 


Gly 


Gly 


Thr 


Tyr 


Ser 


He 


Trp 


Gly 


Gin Gly Thr Leu Val 






115 










120 










125 








Thr 


Val 


Ser 


Ser 


Ala 


Ser 


Thr 


Lys 


Gly Pro 


Ser 


Val 


Tyr 


Pro 


Leu 


Ala 




130 










135 










140 










Pro Gly 


Ser 


Ala 


Ala 


Gin 


Thr 


Asn 


Ser 


Met 


Val 


Thr 


Leu 


Gly Cys 


Leu 


145 










150 










155 










160 


Val 


Lys 


Gly 


Tyr 


Phe 


Pro 


Glu 


Pro 


Val 


Thr 


Val 


Thr 


Trp 


Asn 


Ser 


Gly 










165 










170 










175 


Ser 


Leu 


Ser 


Ser 


Gly 


Val 


His 


Thr 


Phe 


Pro 


Ala 


Val 


Leu 


Gin 


Ser Asp 








180 










185 










190 






Leu 


Tyr 


Thr 


Leu 


Ser 


Ser 


Ser 


Val 


Thr 


Val 


Pro 


Ser 


Ser 


Thr 


Trp 


Pro 






195 










200 










205 






Ser 


Glu 


Thr 


Val 


Thr 


Cys 


Asn 


Val 


Ala 


His 


Pro 


Ala 


Ser 


Ser 


Thr 


Lys 




210 










215 










220 








Val 


Asp 


Lys 


Lys 


He 


Val 


Pro 


Arg 


Asp 


Cys 


Gly 


Cys 


Lys 


Pro 


Cys 


He 


225 










230 










235 










240 


Cys 


Thr 


Val 


Pro 


Glu 


Val 


Ser 


Ser 


Val 


Phe 


He 


Phe 


Pro 


Pro 


Lys 


Pro 










245 










250 










255 




Lys 


Asp 


Val 


Leu 


Thr 


He 


Thr 


Leu 


Thr 


Pro 


Lys 


Val 


Thr 


Cys 


Val 


Val 








260 










265 










270 






Val 


Asp 


He 


Ser 


Lys 


Asp 


Asp 


Pro 


Glu 


Val 


Gin 


Phe 


Ser 


Trp 


Phe 


Val 



275 280 285 



33 



Asp 


Asp 


Val 


Glu 


Val 


His 


Thr 


Ala 


Gin Thr 


UJ.11 IT 1. \J xiJ- y 


Glu 


Glu 


Gin 




290 










295 






300 








Phe 


Asn 


Ser 


Thr 


Phe 


Arg Ser 


Val 


Ser Glu 


Lpii pro Tip 

-1—1 * — 14 IT J- W -1> -L * — 


Met 


His 


Gin 


305 










310 








315 






320 


Asd 


Trt) 

c 


Leu 


Asn 


Gly Lys 


Glu 


Phe 


Lvs Cvs 


Ara Val Asn 


Ser 


Ala 


Ala 










325 








3 30 






335 




Phe 


Pro 


Ala 


Pro 


lie 


Glu 


Lys 


Thr 


He Ser 


Lys Thr Lys 


Gly Arg 


Pro 








340 










345 




350 






LVS 


Ala 


Pro 


Gin 


Val 


Tvt 

y 


Thr 


He 


Pro Pro 


Pro Lys Glu 


Gin 


Met 


Ala 






355 










360 




365 








Lvs 


Asp 


Lys 


Val 


Ser 


Leu 


Thr 


Cys 


Met He 


Thr Asp Phe 


Phe 


Pro 


Glu 




370 










375 






380 








Asp 


lie 


Thr 


Val 


Glu 


Trp 


Gin 


Trp Asn Gly Gin Pro Ala 


Glu 


Asn 




385 










390 








395 






400 


Lys 


Asn 


Thr 


Gin 


Pro 


He 


Met 


Asp Thr Asp Gly Ser Tyr 


Phe 


Val 


y 










405 








410 






415 




Ser 


Lys 


Leu 


Asn 


Val 


Gin 


Lys 


Ser 


Asn Trp 


Glu Ala Gly Asn Thr 


Phe 








420 










425 




430 






Thr 


Cys 


Ser 


Val 


Leu 


His 


Glu 


Gly Leu His Asn His His 


Thr 


Glu 


Lys 






435 










440 




445 






Ser 


Leu 


Ser 


His 


Ser Pro Gly 


Lys 














450 










455 















<210> 79 
<211> 5 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 79 

Ser Asp Gly He Ser 
1 5 

<210> 80 
<211> 16 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 80 

He He Ser Ser Gly Gly Asn Thr Tyr Tyr Ala Ser Trp Ala Lys Gly 
1 5 ^10 15 

<210> 81 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 81 

Val Val Gly Gly Thr Tyr Ser He 
1 5 

<210> 82 
<211> 1371 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic 96G08 anti-CD83 heavy chain sequence 
<400> 82 

atggagactg ggctgcgctg gcttctcctg gtcgctgtgc tcaaaggtgt ccagtgtcag 60 
tcggtggagg agtccggggg tcgcctggtc acacctggga cacccctgac actcacctgc 120 
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acagtgtctg gaatcgacct cagtagcgat ggaataagct gggtccgcca ggctccaggg 180 

aaggggctgg aatggatcgg aatcattagt agtggtggta acacatacta cgcgagctgg 240 

gcaaaaggcc gattcaccat ctccagaacc tcgaccacgg tggatctgaa gatgaccagt 300 

ctgacaaccg aggacacggc cacctatttc tgtgccagag ttgttggtgg tacttatagc 360 

atctggggcc agggcaccct cgtcaccgtc tcgagcgctt ctacaaaggg cccatctgtc 420 

tatccactgg cccctggatc tgctgcccaa actaactcca tggtgaccct gggatgcctg 480 

gtcaagggct atttccctga gccagtgaca gtgacctgga actctggatc cctgtccagc 540 

ggtgtgcaca ccttcccagc tgtcctgcag tctgacctct acactctgag cagctcagtg 600 

actgtcccct ccagcacctg gcccagcgag accgtcacct gcaacgttgc ccacccggcc 660 

agcagcacca aggtggacaa gaaaattgtg cccagggatt gtggttgtaa gccttgcata 720 

tgtacagtcc cagaagtatc atctgtcttc atcttccccc caaagcccaa ggatgtgctc 780 

accattactc tgactcctaa ggtcacgtgt gttgtggtag acatcagcaa ggatgatccc 840 

gaggtccagt tcagctggtt tgtagatgat gtggaggtgc acacagctca gacgcaaccc 900 

cgggaggagc agttcaacag cactttccgc tcagtcagtg aacttcccat catgcaccag 960 

gactggctca atggcaagga gttcaaatgc agggtcaaca gtgcagcttt ccctgccccc 1020 

atcgagaaaa ccatctccaa aaccaaaggc agaccgaagg ctccacaggt gtacaccatt 1080 

ccacctccca aggagcagat ggccaaggat aaagtcagtc tgacctgcat gataacagac 1140 

ttcttccctg aagacattac tgtggagtgg cagtggaatg ggcagccagc ggagaactac 1200 

aagaacactc agcccatcat ggacacagat ggctcttact tcgtctacag caagctcaat 1260 

gtgcagaaga gcaactggga ggcaggaaat actttcacct gctctgtgtt acatgagggc 1320 

ctgcacaacc accatactga gaagagcctc tcccactctc ctggtaaatg a 1371 

<210> 83 
<211> 15 
<212> DNA 

<213> Oryctolagus cuniculus 
<400> 83 

agcgatggaa taagc 15 

<210> 84 
<211> 48 
<212> DNA 

<213> Oryctolagus cuniculus 



<400> 84 

atcattagta gtggtggtaa cacatactac gcgagctggg caaaaggc 4 8 

<210> 85 
<211> 24 
<212> DNA 

<213> Oryctolagus cuniculus 
<400> 85 

gttgttggtg gtacttatag catc 24 

<210> 86 
<211> 239 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic 95F04 light chain sequence 
<400> 86 

Met Asp Thr Arg Ala Pro Thr Gin Leu Leu Gly Leu Leu Leu Leu Trp 

1 5 10 15 

Leu Pro Gly Ala Thr Phe Ala Gin Ala Val Val Thr Gin Thr Thr Ser 

20 25 30 

Pro Val Ser Ala Pro Val Gly Gly Thr Val Thr He Asn Cys Gin Ser 
35 40 45 



35 



Ser 


Gin 


Ser 


Val 


Tyr Gly 


Asn 


Asn 


Glu 


Leu Ser 


TrD 

x x 


Tvr 

xy x 


Gin 


Gin 


Lys 




50 










55 








60 










Pro Gly 


Gin 


Pro 


Pro 


Lys 


Leu 


Leu 


He 


Tyr Gin 


Ala 


Ser 


Ser 


Leu 


Ala 


65 










70 








75 










80 


Ser Gly 


Val 


Pro 


Cpr 
OCX 




Phe 


Lys 


Glv 

vjxy 


Ser Gly 


Ser 


Glv 

vjxy 


Thr 


Gin 


Phe 










ft R 

O D 










90 








95 




Thr 


Leu. 


Thr 


He 


Cpv 




Leu 


Glu 


Cys 


Asfj Asn 


Ala 


Ala 


Thr 


Tyr 


Tyr 








100 










105 








110 






Cys 


Leu. 


Gly Glu 


Tvr 
xy x 


Ser 


He 


Ser 


Ala 


Asp Asn 


His 


Phe 


Gly Gly Gly 






115 










120 








125 








X ill 


Glu 


Val 


Val 


Val 


Lys 


Ara 


Thr 


Pro 


Val Ala 


Pro 


Thr 


Val 


Leu 


Leu 














135 








140 










Phe 


Pro 


Pro 


Ser 


Ser 


Ala 


Glu 


Leu 


Ala Thr Gly 


Thr 


Ala 


Thr 


He 


Val 


x*± 3 










1 RO 

X J W 








155 










160 


Cys 


Val 


Ala 


Asn 


Lys 


xy x 


Phe 


Pro 


Asp 


Gly Thr 


Val 


Thr 


Trp 


Lys 


Val 










XOj 










170 








175 




Asp 


Gly 


He 


Thr 


Gin 


Ser 


Ser 


Gly 


He 


Asn Asn 


Cpr 
OCX 




Thr 


Pro 


Gin 








180 










185 








190 






Asn 


Ser 


Ala 


Asp 


Cys 


Thr 


Tyr Asn 


Leu 


Ser Ser 


X XIX 


XJG u. 


Thr 


Leu 


Ser 






195 










200 








205 








Ser 


Asp 


Glu 


Tyr 


Asn 


Ser 


His 


Asp 


Glu 


Tyr Thr 


Cys 


Gin 


Val 


Ala 


Gin 




210 










215 








220 










Asp 


Ser 


Gly Ser 


Pro 


Val 


Val 


Gin 


Ser 


Phe Ser 


Arg 


Lys 


Ser Cys 




225 










230 








235 













<210> 87 
<211> 13 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 87 

Gin Ser Ser Gin Ser Val Tyr Gly Asn Asn Glu Leu Ser 
15 10 

<210> 88 
<211> 7 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 88 

Gin Ala Ser Ser Leu Ala Ser 
1 5 

<210> 89 
<211> 11 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 89 

Leu Gly Glu Tyr Ser He Ser Ala Asp Asn His 
1 5 "10 

<210> 90 
<211> 720 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> A synthetic 95F04 anti-CD83 light chain sequence 
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<400> 90 



atggacacga 
acatttgccc 
acagtcacca 
tatcagcaga 
tctggggtcc 
agcgacctgg 
gctgataatc 
actgtcctcc 
tgcgtggcga 
caaagcagcg 
ctcagcagta 

ca ggtggccc 



gggcccccac 
aagccgtggt 
tcaattgcca 
aaccagggca 
catcgcggtt 
agtgtgacga 
atttcggcgg 
tcttcccacc 
ataaatactt 
gcatcaataa 
ctctgacact 
aggactcagg 



tcagctgctg 
gacccagact 
gtccagtcag 
gcctcccaag 
caaaggcagt 
tgctgccact 
agggaccgag 
atctagcgct 
tcccgatggc 
cagtagaaca 
gagcagcgac 
ctcaccggtc 



gggctcctgc 
acatcgcccg 
agtgtttatg 
ctcctgatct 
ggatctggga 
tactactgtc 

gtggtggtca 

gagctggcaa 
accgtcacct 
ccgcagaatt 
gagtacaaca 
gtccagagct 



tgctctggct 
tgtctgcacc 
gtaacaacga 
accaggcatc 
cacagttcac 
taggcgaata 
aacgtacgcc 
ctggaacagc 
ggaaggtgga 
ctgcagattg 
gccacgacga 
tcagtaggaa 



cccaggtgcc 
tgtgggaggc 
attatcctgg 
cagcctggca 
tctcaccatc 
tagcattagt 
agttgcacct 
caccatcgtg 
tggcatcacc 
tacctacaac 
gtacacctgc 
gagctgttag 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



<210> 91 
<211> 460 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> A synthetic 95F04 heavy chain sequence 



<400> 91 



Met 


Glu 


Thr 


Gly 


Leu 


Arcr 


Tru 


Leu 


Leu 


Leu 


Val 


Ala 


Val 


Leu 


Lys 


Gly 


1 








5 




















JL D 




Val 


Gin 


Cys 


Gin 
2 0 


Ser 


Val 


Glu 


Glu 


Ser 

^ _j 


Gly 


Gly 


Arg 


Leu 


Val 


Thr 


Pro 


Gly Thr 


Pro 


Leu 


Thr 


Leu 


Thr 


Cys 


Thr 


Val 


Ser 


Gly 


He 


Asp 


Leu 


OCi. 






35 










4 0 


















Ser 


Asn 
50 


Ala 


Met 


He 


Trp 


Val 

c: c 
—> — > 


Arg 


Gin 


Ala 


Pro 


Arg 
fin 


Glu 


Gly 


Leu 


Glu 


Trp 


He 


Gly 


Ala 


Met 


Asp 


Ser 


Asn 


Ser 


Arg 


Thr 


Tyr 


Tyr 


Ala 


Thr 


Trp 


65 




















/ D 












Ala 


Lys 


Gly 


Arg 


Phe 
85 


Thr 


He 


Ser 


Arg 


Thr 
90 


Ser 


Ser 


He 


Thr 


Val 
95 


Asp 


Leu 


Lys 


He 


Thr 


Ser 


Pro 


Thr 


Thr 


Glu 


Asp 


Thr 


Ala 


Thr 


Tyr 


Phe 


Cys 








100 










105 










110 




Ala 


Arg 


Gly 
115 


Asp 


Gly 


Gly 


Ser 


Ser 
120 


Asp 


Tyr 


Thr 


Glu 


Met 
125 


Trp 


Gly 


Pro 


Gly Thr 


Leu 


Val 


Thr 


Val 


Ser 


Ser 


Ala 


Ser 


Thr 


Lys 


Gly 


Pro 


Ser 


Val 




130 










135 










140 








Tyr 


Pro 


Leu 


Ala 


Pro 


Gly 


Ser 


Ala 


Ala 


Gin 


Thr 


Asn 


Ser 


Met 


Val 


Thr 


145 










150 










155 










160 


Leu Gly 


Cys 


Leu 


Val 


Lys 


Gly 


Tyr 


Phe 


Pro 


Glu 


Pro 


Val 


Thr 


Val 


Thr 










165 










170 










175 




Trp 


Asn 


Ser 


Gly 
180 


Ser 


Leu 


Ser 


Ser 


Gly 
185 


Val 


His 


Thr 


Phe 


Pro 
190 


Ala 


Val 


Leu 


Gin 


Ser 
195 


Asp 


Leu 


Tyr 


Thr 


Leu 
200 


Ser 


Ser 


Ser 


Val 


Thr 
205 


Val 


Pro 


Ser 


Ser 


Thr 
210 


Trp 


Pro 


Ser 


Glu 


Thr 
215 


Val 


Thr 


Cys 


Asn 


Val 
220 


Ala 


His 


Pro 


Ala 


Ser 


Ser 


Thr 


Lys 


Val 


Asp 


Lys 


Lys 


lie 


Val 


Pro 


Arg 


Asp 


Cys 


Gly 


Cys 


225 










230 










235 










240 


Lys 


Pro 


Cys 


He 


Cys 
245 


Thr 


Val 


Pro 


Glu 


Val 
250 


Ser 


Ser 


Val 


Phe 


He 
255 


Phe 


Pro 


Pro 


Lys 


Pro 


Lys 


Asp 


Val 


Leu 


Thr 


lie 


Thr 


Leu 


Thr 


Pro 


Lys 


Val 








260 










265 










270 




Thr 


Cys 


Val 
275 


Val 


Val 


Asp 


He 


Ser 
280 


Lys 


Asp 


Asp 


Pro 


Glu 
285 


Val 


Gin 


Phe 


Ser 


Trp 
290 


Phe 


Val 


Asp 


Asp 


Val 
295 


Glu 


Val 


His 


Thr 


Ala 
300 


Gin 


Thr 


Gin 


Pro 
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A yo 


U1U 




vj 111 


Ir lie 


Asn 


Q q y- 


J. Ill 


Ir 11" t\L y OCl Vdl OCX UlU 


Leu 


Drn 
rlu 


305 










310 






lie: 
j i j 




32 0 


Tl p 

11C 


I'lC L. 


U-! ~ 




Asp 


irp 


L6U 


Asn 


uj.y juys uiu rTie jjys Lyb 


Arg 


Vcl J. 










325 








330 


335 




Asn 


Ser 


Ala 


Ala 


Phe 


Drn 


Ala 


Pro 


Tip ("31 n T.vq Thr* Tip* Cpr 
lie uiu uy o nil lie oci 


Lys 


Thr 








340 










345 350 






Lys 


Glv 


A TCI 


PlTO 


Lys 


Ala 


Pro 


Gin 


Val Tyr Thr lie Pro Pro 


Pro 


Lys 






355 










360 


365 






Glu 


Gin 


Met 


Ala 


Lys 




T.\/Q 

uy o 


v a i 


Ser Leu Thr Cys Met lie 


Thr Asp 




370 










375 




380 






rllC 


"lie 


Drn 


m ii 

UlU 


A en 


11C 


TVl Y~ 

JL 111 


Vcl J. 


Glu Trp Gin Trp Asn Gly Gin 


Pro 


3 85 










_> -7 U 






395 




400 


Ala 


U1U 


Jlcri 
noli 


iyr 


T.\/Q 

uy o 


Aon 


i in 


VJ111 


Pro lie Met Asp Thr Asp Gly Ser 










405 








410 


415 




iyr 


•rue 


vdi 


iyr 


oci 


Lys 


Leu 


Asn 


Val Gin Lys Ser Asn Trp 


Glu 


Ala 








420 










425 430 






Gly 


Asn 


Thr 


Phe 


Thr 


Cys 


Ser 


Val 


Leu His Glu Gly Leu His 


Asn 


His 






435 










440 


445 






His 


Thr 


Glu 


Lys 


Ser 


Leu 


Ser 


His 


Ser Pro Gly Lys 








450 










455 




460 







<210> 92 
<211> 5 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 92 

Ser Asn Ala Met lie 
1 5 

<210> 93 
<211> 16 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 93 

Ala Met Asp Ser Asn Ser Arg Thr Tyr Tyr Ala Thr Trp Ala Lys Gly 
1 5 10 15 

<210> 94 
<211> 11 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 94 

Gly Asp Gly Gly Ser Ser Asp Tyr Thr Glu Met 
15 10 

<210> 95 
<211> 1383 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic 95F04 anti-CD83 heavy chain sequence 
<400> 95 

atggagactg ggctgcgctg gcttctcctg gtcgctgtgc tcaaaggtgt ccagtgtcag 60 
tcggtggagg agtccggggg tcgcctggtc acgcctggga cacccctgac actcacctgc 12 0 

acagtctctg gaatcgacct cagtagcaat gcaatgatct gggtccgcca ggctccaagg 180 
gaggggctgg aatggatcgg agecatggat agtaatagta ggaegtacta cgcgacctgg 24 0 

gegaaaggee gattcaccat ctccagaacc tegtcgatta cggtggatct gaaaatcacc 300 
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agtccgacaa ccgaggacac ggccacctat ttctgtgcca gaggggatgg tggcagtagt 3 60 

gattatacag agatgtgggg cccagggacc ctcgtcaccg tctcgagcgc ttctacaaag 420 

ggcccatctg tctatccact ggcccctgga tctgctgccc aaactaactc catggtgacc 480 

ctgggatgcc tggtcaaggg ctatttccct gagccagtga cagtgacctg gaactctgga 54 0 

tccctgtcca gcggtgtgca caccttccca gctgtcctgc agtctgacct ctacactctg 600 

agcagctcag tgactgtccc ctccagcacc tggcccagcg agaccgtcac ctgcaacgtt 660 

gcccacccgg ccagcagcac caaggtggac aagaaaattg tgcccaggga ttgtggttgt 720 

aagccttgca tatgtacagt cccagaagta tcatctgtct tcatcttccc cccaaagccc 780 

aaggatgtgc tcaccattac tctgactcct aaggtcacgt gtgttgtggt agacatcagc 84 0 

aaggatgatc ccgaggtcca gttcagctgg tttgtagatg atgtggaggt gcacacagct 900 

cagacgcaac cccgggagga gcagttcaac agcactttcc gctcagtcag tgaacttccc 960 

atcatgcacc aggactggct caatggcaag gagttcaaat gcagggtcaa cagtgcagct 102 0 

ttccctgccc ccatcgagaa aaccatctcc aaaaccaaag gcagaccgaa ggctccacag 1080 

gtgtacacca ttccacctcc caaggagcag atggccaagg ataaagtcag tctgacctgc 1140 

atgataacag acttcttccc tgaagacatt actgtggagt ggcagtggaa tgggcagcca 12 0 0 

gcggagaact acaagaacac tcagcccatc atggacacag atggctctta cttcgtctac 1260 

agcaagctca atgtgcagaa gagcaactgg gaggcaggaa atactttcac ctgctctgtg 1320 

ttacatgagg gcctgcacaa ccaccatact gagaagagcc tctcccactc tcctggtaaa 13 80 

tga 1383 

<210> 96 
<211> 1383 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic 95F04 anti-CD83 light chain sequence 
<400> 96 

atggagactg ggctgcgctg gcttctcctg gtcgctgtgc tcaaaggtgt ccagtgtcag 60 

tcggtggagg agtccggggg tcgcctggtc acgcctggga cacccctgac actcacctgc 12 0 

acagtctctg gaatcgacct cagtagcaat gcaatgatct gggtccgcca ggctccaagg 180 

gaggggctgg aatggatcgg agccatggat agtaatagta ggacgtacta cgcgacctgg 240 

gcgaaaggcc gattcaccat ctccagaacc tcgtcgatta cggtggatct gaaaatcacc 300 

agtccgacaa ccgaggacac ggccacctat ttctgtgcca gaggggatgg tggcagtagt 3 60 

gattatacag agatgtgggg cccagggacc ctcgtcaccg tctcgagcgc ttctacaaag 42 0 

ggcccatctg tctatccact ggcccctgga tctgctgccc aaactaactc catggtgacc 480 

ctgggatgcc tggtcaaggg ctatttccct gagccagtga cagtgacctg gaactctgga 540 

tccctgtcca gcggtgtgca caccttccca gctgtcctgc agtctgacct ctacactctg 600 

agcagctcag tgactgtccc ctccagcacc tggcccagcg agaccgtcac ctgcaacgtt 660 

gcccacccgg ccagcagcac caaggtggac aagaaaattg tgcccaggga ttgtggttgt 72 0 

aagccttgca tatgtacagt cccagaagta tcatctgtct tcatcttccc cccaaagccc 780 

aaggatgtgc tcaccattac tctgactcct aaggtcacgt gtgttgtggt agacatcagc 840 

aaggatgatc ccgaggtcca gttcagctgg tttgtagatg atgtggaggt gcacacagct 900 

cagacgcaac cccgggagga gcagttcaac agcactttcc gctcagtcag tgaacttccc 960 

atcatgcacc aggactggct caatggcaag gagttcaaat gcagggtcaa cagtgcagct 1020 

ttccctgccc ccatcgagaa aaccatctcc aaaaccaaag gcagaccgaa ggctccacag 1080 

gtgtacacca ttccacctcc caaggagcag atggccaagg ataaagtcag tctgacctgc 1140 

atgataacag acttcttccc tgaagacatt actgtggagt ggcagtggaa tgggcagcca 1200 

gcggagaact acaagaacac tcagcccatc atggacacag atggctctta cttcgtctac 1260 

agcaagctca atgtgcagaa gagcaactgg gaggcaggaa atactttcac ctgctctgtg 1320 

ttacatgagg gcctgcacaa ccaccatact gagaagagcc tctcccactc tcctggtaaa 1380 

t9 a " 1383 

<210> 97 
<211> 107 
<212> PRT 

<213> Homo sapiens 
<400> 97 

Pro Glu Val Lys Val Ala Cys Ser Glu Asp Val Asp Leu Pro Cys Thr 
15 10 15 



39 



Ala Pro Trp 


Aso 


Pro 


Gin 


Val 


Pro 


Tvr 


Thr Val 


Ser Trp Val Lys Leu 




20 










25 




30 


Leu Glu Gly 


Glv 


Glu Glu Arg Met 


Glu 


Thr Pro Gin Glu Asp His Leu 


35 


















Arg Gly Gin 


His 


Tyr 


His 


Gin 


Lys 


Glv 


Gin Asn 


Gly Ser Phe Asp Ala 


50 








55 








60 


Pro Asn Glu 


Ara 


Pro 


Tyr 


Ser 


Leu 


Lys 


He Arg 


Asn Thr Thr Ser Cys 


65 






70 








75 


80 


Asn Ser Gly 


Thr 


Tyr 


Arg 


Cys 


Thr 


Leu 


Gin Asp 


Pro Asp Gly Gin Arg 






85 










90 


95 


Asn Leu Ser 


Gly 


Lys< 


Val 


He 


Leu 


Arg 


Val Thr 






100 










105 







<210> 98 
<211> 8 
<212> PRT 

<213> Oryctolagus cuniculus 
<400> 98 

Gin Ser Val Tyr Asp Asn Asp Glu 
1 5 



<210> 99 
<211> 720 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> A synthetic 96G08 anti-CD83 light chain 



sequence 



<400> 99 

atggacacga 

acatttgcgc 

gtcaccatca 

cagcagaaac 

ggggtcccat 

gacctggagt 

ggtacgagga 

ctactgtcct 

tgtgcgtggc 

cccaaagcag 

acctcagcag 

gccaggtggc 



gggcccccac 
aagtgctgac 
attgccagtc 
cagggcagcc 
cccggttcaa 
gtgacgatgc 
tgctttcggc 
cctcttccca 
gaataaatac 
cggcatcaat 
tactctgaca 
ccaggactca 



tcagctgctg 
ccagactgca 
cagtcagagt 
tcccaaactc 
aggcagtgga 
gccacttact 
ggagggaccg 
ccatctagcg 
tttcccgatg 
aacagtagaa 
ctgagcagcg 
ggctcaccgg 



gggctcctgc 
tcgcccgtgt 
gtttataata 
ctgatctatt 
tctgggacac 
actgtacagg 
aggtggtggt 
ctgagctggc 
gcaccgtcac 
caccgcagaa 
acgagtacaa 
tcgtccagag 



tgctctggct 
ctgcacctgt 
acgacttctt 
atgcatccac 
agttcactct 
cacttatggt 
caaacgtacg 
aactggaaca 
ctggaaggtg 
ttctgcagat 
cagccacgac 
cttcagtagg 



cccaggtgcc 
gggaggcaca 
atcctggtat 
tctggcatct 
caccatcagc 
aatagtgctt 
ccagttgcac 
gccaccatcg 
gatggcatca 
tgtacctaca 
gagtacacct 
aagagctgtt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



40 



